Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 7258342 Score: 156
bet a-| act amase cl ass C [ Aci net obact er baumannii ]
Found in search of C\Tenp\nmas3C. tnp

Nom nal mass (M): 43237, Cal cul ated pl value: 9.49

NCBI BLAST search of gi| 7258342 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunanni i

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 37699616 from Aci net obact er baunmanni i

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 10%

Mat ched peptides shown in Bold Red

1 MRFKKI SCLL LSPLFI FSTS | YAGNTPKDQ El KKLVDONF KPLLEKYDVP
51 GVAVGVI QNN KKYEMYYGLQ SVQDKKAVNS STI FELGSVS KLFTATAGGY
101 AKNKGKI SFD DTPGKYWKEL KNTPI DQVNL LQLATYTSGN LALQFPDEVK
151 TDQVLTFFK DWKPKNSI GE YRQYSNPSI G LFCKVWALSM NKPFDQVLEK
201 TI FPALGLKH SYVNVPKTOM ONYAFGYNQE NQPI RVNPGP LGAPAYGVKS
251 TLPDMLSFI H ANLNPQKYPA DI QRAI NETH QGRYQVNTMY QALGWEEFSY
301 PATLQTLLDS NSEQ VMKPN KVTAI SKEPS VKMYHKTGST NRFGTYVVFI
351 PKENI GLVML. TNKRI PNEER | KAAYAVLNA | KK

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttplxS..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 2)8/20/2007 10:25:54 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MRFKKISCLLLSPLFIFSTSIYAGNTPKDQEIKKLVDQNFKPLLEKYDVPGMAVGVIQNNKKYEMYYGLQSVQDKKAVNSSTIFELGSVSKLFTATAGGYAKNKGKISFDDTPGKYWKELKNTPIDQVNLLQLATYTSGNLALQFPDEVKTDQQVLTFFKDWKPKNSIGEYRQYSNPSIGLFGKVVALSMNKPFDQVLEKTIFPALGLKHSYVNVPKTQMQNYAFGYNQENQPIRVNPGPLGAPAYGVKSTLPDMLSFIHANLNPQKYPADIQRAINETHQGRYQVNTMYQALGWEEFSYPATLQTLLDSNSEQIVMKPNKVTAISKEPSVKMYHKTGSTNRFGTYVVFIPKENIGLVMLTNKRIPNEERIKAAYAVLNAIKK&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c7258342+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=37699616
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470

Mascot Search Results: Protein View

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
77 - 91 770.3636 1538. 7126 1537.7988 0.9138 0 K AVNSSTI FELGSVSK. L (lons score 83)
201 - 209 480. 2817 958. 5488 958. 5851 -0. 0364 0 K TIFPALGLK.H (lons score 38)
250 - 267 681. 3320 2040.9742 2041.0302 -0. 0561 0 K. STLPDMLSFI HANLNPQK. Y Oxidation (M

(lLons score 34)

Error: tru setting browser cache to automatic. Error: try setting browser cache to automatic.

LOCUS CAB77444 383 aa |inear BCT 15- APR- 2005 DEFI NI TI ON bet a-| act amase cl ass C [ Aci net obacter baumannii].
ACCESSI ON CAB77444 VERSI ON CAB77444.1 G : 7258342 DBSOURCE enbl accession AJ009979.1 KEYWORDS . SOURCE

Aci net obact er baumannii ORGAN SM Aci net obact er baunannii Bacteria; Proteobacteria; Gammaproteobacteri a;
Pseudononadal es; Mraxel | aceae; Aci netobacter; Acinetobacter cal coaceticus/baumannii conpl ex. REFERENCE 1
AUTHORS Bou, G and Mart inverted question markinez-Beltr inverted question markan,J. TITLE d oni ng,

nucl eoti de sequenci ng, and anal ysis of the gene encodi ng an AnpC bet a-1 actamase i n Aci net obacter baumanni
JOURNAL Antim crob. Agents Chenother. 44 (2), 428-432 (2000) PUBMED 10639377 REFERENCE 2 (residues 1 to
383) AUTHORS Bou, G TITLE Direct Subm ssion JOURNAL Submitted (10- AUG 1999) Bou G, M crobiology, Hospita
Ranon Y Cajal, Crta. Colnenar Viejo Km 9,1, Madrid/ 28034, SPAIN FEATURES Location/ Qualifiers source
1..383 /organi sn¥"Aci net obacter baumannii"” /isol ate="RYC 52763/ 97" /db_xref="taxon: 470" Protein 1..383 /
product ="bet a-| act anase class C' /EC nunber="3.5.2.6" Region 1..380 /region_nane="AnpC' /note="Bet a-

| act amase class C and other penicillin binding proteins [Defense nechanisns]; COGL680" /

db_xref="CDD: 31866" Regi on 4..382 /regi on_nanme="Bet a-| act amase" /note="Beta-|actamase; cl 01009" /
db_xref="CDD: 194006" CDS 1..383 /gene="anpC' /coded_by="AJ009979. 1:1..1152" /transl _table=11 /db_xref="C0A:
QL4R5" /db_xref="HSSP: @Q9QC1" /db_xref="InterPro:]1 PRO01466" /db_xref="InterPro:] PRO01586" /
db_xref="InterPro: 1 PR012338" /db_xref="Uni Prot KB/ Tr EMBL: Q9L4R5"

’ Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttplxS..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 2)8/20/2007 10:25:54 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxSTm.dat&query=58&hit=1&index=gi%7c7258342&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxSTm.dat&query=12&hit=4&index=gi%7c7258342&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxSTm.dat&query=69&hit=1&index=gi%7c7258342&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/7258341"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/10639377"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/7258342?from=1&to=383"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.expasy.org/enzyme/3.5.2.6"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/7258342?from=1&to=380"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=31866"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/7258342?from=4&to=382"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=194006"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/7258341?from=1&to=1152"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.ebi.ac.uk/ego/GProtein?ac=Q9L4R5"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://srs.ebi.ac.uk/srsbin/cgi-bin/wgetz?-newId+-e+hssp-ID:Q99QC1"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.ebi.ac.uk/interpro/ISearch?mode=ipr&query=IPR001466"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.ebi.ac.uk/interpro/ISearch?mode=ipr&query=IPR001586"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.ebi.ac.uk/interpro/ISearch?mode=ipr&query=IPR012338"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.uniprot.org/uniprot/Q9L4R5"
http://www.matrixscience.com/
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MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 57491188 Score: 127

car bapenem hydrol yzi ng oxacillinase OXA-71 [ Aci net obacter baumannii ]

Found in search of C \Tenp\nmasBO.tnp

Nom nal mass (M): 30635; Cal cul ated pl value: 8.43

NCBlI BLAST search of gi|57491188 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunanni i

Links to retrieve other entries containing this sequence from NCBI

gi | 58701180 from Aci net obact er baumanni i

Fi xed nodi fications: Carbam donethyl (C
Vari abl e nodifications: Oxidation (M

Entrez:

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P

Sequence Coverage: 8%
Mat ched peptides shown in Bold Red

1 MNI KALLLI'T SAI FI SACSP Yl VTANPNHS ASKSDEKAEK | KNLFNEAHT
51 TGVLVI QQGQ TQQSYGNDLA RASTEYVPAS TFKMLNALI G LEHHKTTTTE
101 VFKWDGKRL FPEVEKDMIL GDAMKASAI P VYQDLARRI G LELMSKEVKR
151 VGYGNADI GT QVDNFWLVGP LKI TPQREAQ FAYKLANKTL PFSPKVQDEV
201 QSMLFI EEKN GNKI YAKSGW GADVDPQVGW LTGW/VQPQG NI VAFSLNLE
251 MKKGE PSSVR KEI TYKSLEQ LG L

Show predicted peptides also

Sort Peptides By © Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence

150 - 172 840. 7504 2519. 2294 2518. 2969 0. 9325 1

file///DYTHESIS 2011/PROTOCOL & DC/PAPER from Phd/paper from thesis/IMP paper/OXA 71_OXA 51 family.htm (1 of 3)8/20/2007 10:59:49 PM

K. RVGYGNADI GTQVDNFW.VGPLK. |

(lLons score



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=%28none%29&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MNIKALLLITSAIFISACSPYIVTANPNHSASKSDEKAEKIKNLFNEAHTTGVLVIQQGQTQQSYGNDLARASTEYVPASTFKMLNALIGLEHHKTTTTEVFKWDGQKRLFPEWEKDMTLGDAMKASAIPVYQDLARRIGLELMSKEVKRVGYGNADIGTQVDNFWLVGPLKITPQQEAQFAYKLANKTLPFSPKVQDEVQSMLFIEEKNGNKIYAKSGWGWDVDPQVGWLTGWVVQPQGNIVAFSLNLEMKKGIPSSVRKEITYKSLEQLGIL&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c57491188+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=58701180
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIbaeR.dat&query=26&hit=1&index=gi%7c57491188&px=1&section=5&ave_thresh=55&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

41)
151 - 172 1182. 5615 2363.1084 2362.1958 0.9126 0 R VGYGNADI GTQVDNFWLVGPLK. | (lons score
86)
3 _ % i i
B == S L T T = ]
sE_ sE_ 380 — -----------------------------------------------
i L e e e s 13 75 _: _______________________________________________
I::I_Ql T T T T T T T T T T T T T T T 1 3'_'”:' 1 T T T T T T T T T T -I
200 2450 2500 2400 2450 2500
RME ertor 375 ppm Mass (Da) REMS error 375 ppm Mass (Dal
LOCUS AAVS 1372 274 aa i near BCT 29- SEP- 2005
DEFI NI TI ON car bapenem hydrol yzi ng oxacillinase OXA-71 [ Aci net obacter
baumannii] .
ACCESSI ON  AAWs1372
VERSI ON AAWS1372.1 d:57491188
DBSOURCE accessi on AY859528.1
KEYWORDS
SOURCE Aci net obact er baumanni
ORGANI SM  Aci net obact er _baumanni
Bacteri a; Proteobacteria; Ganmmaproteobacteria; Pseudononadal es;
Mor axel | aceae; Aci net obacter; Acinetobacter cal coaceti cus/ baumanni
conpl ex.
REFERENCE 1 (residues 1 to 274)
AUTHORS Heritier,C., Poirel,L., Fournier,P.E., Claverie,J.M, Raoult,D. and
Nor dmann, P.
TI TLE Characterization of the naturally occurring oxacillinase of
Aci net obact er baumanni
JOURNAL Antim crob. Agents Chenother. 49 (10), 4174-4179 (2005)
PUBVED 16189095
REFERENCE 2 (residues 1 to 274)
AUTHORS Poirel,L. and Nordmann, P
TI TLE Di rect Subni ssi on
JOURNAL Subm tted (17-DEC 2004) Service de Bacteriol ogie-Virologie, Hopital

de Bicetre, 78, rue du General Leclerc, Le Kremin Bicetre 94275,

file///DYTHESIS 2011/PROTOCOL & DC/PAPER from Phd/paper from thesis/IMP paper/OXA 71_OXA 51 family.htm (2 of 3)8/20/2007 10:59:49 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIbaeR.dat&query=26&hit=1&index=gi%7c57491188&px=1&section=5&ave_thresh=55&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIbaeR.dat&query=20&hit=1&index=gi%7c57491188&px=1&section=5&ave_thresh=55&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIbaeR.dat&query=20&hit=1&index=gi%7c57491188&px=1&section=5&ave_thresh=55&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/nuccore/57491187%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/pubmed/16189095%22

Mascot Search Results: Protein View

France
COMVENT Met hod: conceptual translation supplied by author
FEATURES Location/ Qualifiers
source 1..274
/ or gani sm=" Aci net obact er baumannii"
/[ db_xref ="t axon: 470"
Protein 1..274
/ product =" car bapenem hydr ol yzi ng oxacillinase OXA-71"
Regi on 50.. 274
/ regi on_nane="Transpepti dase"
/I note="Penicillin binding protein transpepti dase domai n;
cl 01039"
/ db_xref="CDD: 154162"
CDS 1..274

/ gene="Dbl a- OXA- 71"
/ coded_by="AY859528. 1: 1. . 825"
/transl _table=11

Mascot: http://www.matrixscience.com/
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http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/protein/57491188?from=1&to=274&report=gpwithparts%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/protein/57491188?from=50&to=274&report=gpwithparts%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=154162%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/nuccore/57491187?from=1&to=825&report=gbwithparts%22
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/%22http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11%22
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Mat ch to: ATPB_ACI BC Score: 860
ATP synt hase subunit beta OS=Aci netobacter baumannii (strain ACICU) GN=atpD PE=3 SV=1
Found in search of C \Tenp\nmas2F.tnp

Nom nal mass (M): 50300; Cal cul ated pl value: 5.03

NCBI BLAST search of ATPB_ACI BC agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunannii ACI CU

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 48%

Mat ched peptides shown in Bold Red

1 MBSGRI 1 Q1 GAVI DVEFER TSVPKI YDAL QVDGTETTLE VQQQLGDGW
51 RTI AMGSTEG LKRGLTVTST NAPI SVPVGT ATLGRI MDVL GRPI DEAGPV
101 ATEERLPI HR QAPSYAEQAA STDLLETA K VI DLLCPFAK GGKVGLFGGA
151 GVGKTVNMMVE LI NNI AKAHS GLSVFAGVCGE RTREGNDFYH EMKDSNVLDK
201 VAWYGOWNE PPGNRLRVAL TGLTMAEYFR DEKDENGKGR DVLLFVDN Y
251 RYTLAGIEVS ALLGRVPSAV GYQPTLAEEM GVLQERI TST KSGSI TSI QA
301 VYVPADDLTD PSPATTFAHL DATWLSRDI ASSG YPAI D PLDSTSRQLD
351 PLWGREHYE | ARAVONVLQ RYKELKDI | A | LGVDELAEE DKLVVYRARK
401 | QRFFSQPFH VAEVFTGAPG KLVPLKETI R GFKGLLAGEY DH PEQAFYM
451 VGAE DEVI AK AEKL

Show predicted peptides also

Sort Peptides By © Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttpIXE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 4)8/20/2007 11:18:47 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MSSGRIIQIIGAVIDVEFERTSVPKIYDALQVDGTETTLEVQQQLGDGVVRTIAMGSTEGLKRGLTVTSTNAPISVPVGTATLGRIMDVLGRPIDEAGPVATEERLPIHRQAPSYAEQAASTDLLETGIKVIDLLCPFAKGGKVGLFGGAGVGKTVNMMELINNIAKAHSGLSVFAGVGERTREGNDFYHEMKDSNVLDKVAMVYGQMNEPPGNRLRVALTGLTMAEYFRDEKDENGKGRDVLLFVDNIYRYTLAGTEVSALLGRMPSAVGYQPTLAEEMGVLQERITSTKSGSITSIQAVYVPADDLTDPSPATTFAHLDATVVLSRDIASSGIYPAIDPLDSTSRQLDPLVVGQEHYEIARAVQNVLQRYKELKDIIAILGMDELAEEDKLVVYRARKIQRFFSQPFHVAEVFTGAPGKLVPLKETIRGFKGLLAGEYDHIPEQAFYMVGGIDEVIAKAEKL&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+ATPB_ACIBC+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=405416
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26 - 51 950.
score 93)
64 - 85 704.
26)
64 - 85 1057.
27)
64 - 85 1057.
22)
86 - 105 729.
(lLons score 79)
131 - 140 588.
144 - 154 481.
168 - 181 693.
168 - 181 693.
218 - 230 736.
218 - 230 744.
score 55)
241 - 251 683.
252 - 265 725.
266 - 286 780.
(M (lons score 26)
266 - 286 780.
(M (lons score 79)
329 - 347 989.
404 - 421 983.
434 - 460 984.

1423

7760

0977
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0422

3135
2877
3792
8704
3869
3923

8805
9000
3000

3692

5004
9978
4859
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2112.
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1174.

960.
1384.
1385.
1470.
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1365.
1449.
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1976.
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2950.

Oxidation (M (lons score 21)

4052

3061

1809

2052

1049

6124
5608
7438
7263
7593
7700

7465
7855
8782

0858

9863
9810
4359

Ertaor: try zetting browser cache to automatic.
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1964.
2950.

4298

1587

1587

1587

0892

6420
5393
7052
7052
7541
7490

7292
7827
0981

0981

9691
9785
4422

. 9753

. 1475

. 0222

. 0466

. 0157

. 0296
. 0215
. 9613
. 0211
. 0053
. 0210

. 0173
. 0027
. 7801

. 9877

. 0172
. 0025
. 0064

O O O O oo

o O

o

AAOAAXNANAXAA Py

PV

. | YDALQVDGTETTLEVQQQLGDGWR. T (lons

. GLTVTSTNAPI SVPVGTATLGR. |  (lons score

. GLTVTSTNAPI SVPVGTATLGR. |  (lons score

. GLTVTSTNAPI SVPVGTATLGR. |  (lons score

. | MDVLGRPI DEAGPVATEER L Oxi dation (M

. VIDLLCPFAK. G (lons score 32)

VGLFGGAGVGK. T (lons score 61)
AHSGLSVFAGVGER. T (lons score 16)
AHSGLSVFAGVGER. T (lons score 79)

. VALTGLTMAEYFR. D (lons score 90)
. VALTGLTMAEYFR. D Oxidation (M (lons

. DVLLFVDNI YR'Y (lons score 57)
. YTLAGTEVSALLGR. M (lons score 93)

R MPSAVGYQPTLAEEMGVLQER. | 2 Oxi dati on

. MPSAVGYQPTLAEEMGVLQER. | 2 Oxi dation

. DI ASSGE YPAI DPLDSTSR. Q (lons score 71)
. FFSQPFHVAEVFTGAPGK. L (lons score 76)
. GLLAGEYDH PEQAFYMVGGE DEVI AK. A

Ertar: try setting brawser cache to automatic.
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=594&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=594&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=492&hit=2&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=492&hit=2&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=494&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=494&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=495&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=495&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=512&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=195&hit=2&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=115&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=321&hit=2&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=322&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=369&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=380&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=380&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=315&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=360&hit=2&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=546&hit=4&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=547&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=469&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=468&hit=1&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEEO.dat&query=604&hit=3&index=ATPB_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

AC B2l 102; DT 14- APR- 2009, integrated into Uni Prot KB/ Swm ss-Prot. DT 10-JUN- 2008, sequence version 1. DT 27-
JUL- 2011, entry version 26. DE RecNane: Full =ATP synt hase subunit beta; DE EC=3.6.3.14; DE AltNane:

Ful | =ATP synt hase Fl1 sector subunit beta; DE Al tName: Full =F-ATPase subunit beta; G\ Nane=at pD,

Or der edLocusNanmes=AClI CU 00178; OS Aci netobacter baumannii (strain ACICU). OC Bacteria; Proteobacteri a;
Gammapr ot eobacteri a; Pseudononadal es; OC Mr axel | aceae; Aci netobacter; OC Aci netobacter cal coaceti cus/
baumanni i conpl ex. OX NCBI _Taxl| D=405416; RN [1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC

STRAI N=ACI CU; RX PubMed=18411315; DO =10.1128/ AAC. 01643-07; RA lacono M, Villa L., Fortini D., Bordoni

R, Inperi F., Bonnal R J., RA Sicheritz-Ponten T., De Bellis G, Visca P., Cassone A, Carattoli A ; RT
"Whol e- genone pyrosequenci ng of an epidem c nultidrug-resistant RT Aci netobacter baumannii strain

bel onging to the European clone Il RT group.”; RL Antimcrob. Agents Chenother. 52:2616-2625(2008). CC -!-
FUNCTI ON:  Produces ATP from ADP in the presence of a proton CC gradient across the nenbrane. The catalytic
sites are hosted CC primarily by the beta subunits (By simlarity). CC -!- CATALYTIC ACTIVITY: ATP + H(2)O
+ H(+)(In) = ADP + phosphate + CC H(+)(Qut). CC -!- SUBUNIT. F-type ATPases have 2 conponents, CF(1l) - the
catalytic CC core - and CF(0) - the nmenbrane proton channel. CF(1l) has five CC subunits: al pha(3), beta
(3), ganma(1l), delta(l), epsilon(1l). CF(0) CC has three main subunits: a(l1), b(2) and c(9-12). The al pha
and CC beta chains forman alternating ring which encloses part of the CC ganma chain. CF(1) is attached
to CF(0) by a central stalk fornmed CC by the gamma and epsilon chains, while a peripheral stalk is CC

fornmed by the delta and b chains (By simlarity). CC -!- SUBCELLULAR LOCATION: Cell inner nenbrane;

Peri pheral nmenbrane CC protein (By simlarity). CC-!- SIMLARITY: Belongs to the ATPase al pha/beta chains
= Y2 € SR R e CC Copyrighted by the
Uni Prot Consortium see http://ww.uniprot.org/terns CC Distributed under the Creative Commons Attri bution-
NODEri VS Li CEBNSE CC - - - - - - - - oo oo oo oo oo oo oo oo o oo e oo oo DR EMBL;
CP000863; ACC55490.1; -; Genom c_DNA. DR RefSeq; YP_001844837.1; NC 010611.1. DR Protei nModel Portal;

B21 102; -. DR SWR; B21102; 2-464. DR STRING B2I1102; -. DR Cenel D, 6236208; -. DR GenoneRevi ews;
CP000863_CR;, ACI CU_00178. DR KEGG abc: ACI CU_00178; -. DR HOGENOM HBG565875; -. DR OVA; | GQEHYD; -. DR
Prot Cl ust DB; PRK12597; -. DR GO, GO 0005886; C. plasma nmenbrane; | EA: Uni Prot KB-SubCell. DR GO GO 0045261;

C. proton-transporting ATP synthase conplex, catalytic core F(1); |EA UniProtKB-KW DR GO GO 0005524; F:
ATP bi ndi ng; | EA: Uni Prot KB-KW DR GO, GO 0046933; F:hydrogen ion transporting ATP synthase activity,
rotational nechanism IEA InterPro. DR GO GO 0008553; F:hydrogen-exporting ATPase activity,

phosphoryl ati ve mechanism |EA InterPro. DR GO, GO 0046961; F:proton-transporting ATPase activity,
rotational mechanism I|EA InterPro. DR GO GO 0015991; P: ATP hydrol ysis coupled proton transport; |EA
InterPro. DR GO GO 0015986; P: ATP synthesis coupled proton transport; |EA InterPro. DR HAVAP, M-_01347;
ATP_synth _beta bact; 1; -. DR InterPro; |PR020003; ATPase a/bsu AS. DR InterPro; |PR003593; ATPase AAA

+ core. DR InterPro; |1PRO05722; ATPase Fl-cplx_bsu. DR InterPro; |1PR018118; ATPase F1/Al-cplx_a/bsu_N DR
InterPro; |1 PRO00793; ATPase_F1/V1/ Al-cplx_a/bsu_C DR InterPro; |1PR004100; ATPase_F1/V1l/ Al-cpl x_al/ bsu_N.
DR I nterPro; |PR0O00194; ATPase F1/V1/ Al _al/bsu_nucl-bd. DR InterPro; |PR024034; ATPase_F1 bsu/V1_C. DR
Gene3D; G3DSA: 1.10.1140.10; G3DSA:1.10.1140.10; 1. DR PANTHER; PTHR15184: SF8; ATPase_F1 b; 1. DR Pfam
PFO0006; ATP-synt_ab; 1. DR Pfam PF00306; ATP-synt_ab_C, 1. DR Pfam PF02874; ATP-synt_ab_N, 1. DR SMART;
SMD0382; AAA; 1. DR SUPFAM SSF47917; ATPase_a/b_C, 1. DR SUPFAM SSF50615; ATPase_a/b_N, 1. DR Tl GRFAMs;
TI GR0O1039; AtpD; 1. DR PROSI TE; PS00152; ATPASE_ALPHA BETA; 1. PE 3: Inferred from honol ogy; KW ATP

synt hesis; ATP-binding; Cell inner nenbrane; Cell nenbrane; CF(1); KW Conplete proteone; Hydrogen ion
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transport; Hydrolase; lon transport; KW Menbrane; Nucl eoti de-binding; Transport. FT CHAIN 1 464 ATP
synt hase subunit beta. FT /FTId=PRO _1000143462. FT NP_BIND 148 155 ATP (By simlarity). SQ SEQUENCE 464
AA;, 50274 MN 6D679361227BC1D6 CRC64; MSSGRI 1 Q1 GAVI DVEFER TSVPKI YDAL QVDGTETTLE VQQQLGDGW RTI AMGSTEG
LKRGLTVTST NAPI SVPVGI ATLGRI MDVL GRPI DEAGPV ATEERLPI HR QAPSYAEQAA STDLLETA K VI DLLCPFAK GGKVGALFGGA
GVGKTVNMMVE LI NNI AKAHS GLSVFAGVGE RTREGNDFYH EMKDSNVLDK VAMVYGQWNE PPGNRLRVAL TGLTMAEYFR DEKDENGKGR
DVLLFVDNI'Y RYTLAGTEVS ALLGRVPSAV GYQPTLAEEM GVLQERI TST KSGSI TSI QA VYVPADDLTD PSPATTFAHL DATVVLSRDI

ASSG YPAI D PLDSTSRQLD PLWGQEHYE | ARAVONVLQ RYKELKDI | A | LGVDELAEE DKLWYRARK | QRFFSQPFH VAEVFTGAPG
KLVPLKETI R GFKGLLAGEY DH PEQAFYM VGG DEVI AK AEKL

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttpIXE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (4 of 4)8/20/2007 11:18:47 PM


http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: ATPA ACI BC Score: 371
ATP synt hase subunit al pha OS=Aci net obacter baumannii (strain ACI CU GN\=at pA PE=3 Sv=1
Found in search of C\Tenp\nmas2l.tnp

Nom nal mass (M): 55534; Cal cul ated pl value: 5.29

NCBI BLAST search of ATPA _ACI BC agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunannii ACI CU

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 16%

Mat ched peptides shown in Bold Red

1 MQQLNPSEl S ALI KQRI GDL DTSATAKNEG TI VMSDG V' RI HGLADAMY
51 GEM EFDGGL FGVALNLEQD SVGAWLGNY LSLQEGQKAR CTGRVLEVPV
101 GPELLGRWD ALGNPI DGKG Pl DAKLTDAV EKVAPGVI WR QSVDQPVQTG
151 YKSVDTM PV GRGQRELI | G DRQTGKTAMA | DAI | AQGKNS G KCVYVAI G
201 QKQSTI ANVWW RKLEETGAMA YTTWWAAAAA DPAAMQYLAP YSGCTMGEYF
251 RDRGEDALI| YDDLSKQAVA YRQ SLLLRR PPGREAYPGD VFYLHSRLLE
301 RASRVSAEYV EKFTNGAVTG KTGSLTALPI | ETQAGDVSA FVPTNVI SI T
351 DGQ FLETSL FNAG RPAVN AG SVSRVGG SAQTKI | KKL SGG RTALAQ
401 YRELAAFAQF ASDLDEATRK QLEHGQRVTE LMKQKQYAPY S| ADQAVSVY
451 ASNEGYMADV EVKKI VDFDA ALI AYFRSEY APLMKQ DET GDYNKDI EAA
501 | KAG ESFKA TQTY

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass
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http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MQQLNPSEISALIKQRIGDLDTSATAKNEGTIVMVSDGIVRIHGLADAMYGEMIEFDGGLFGMALNLEQDSVGAVVLGNYLSLQEGQKARCTGRVLEVPVGPELLGRVVDALGNPIDGKGPIDAKLTDAVEKVAPGVIWRQSVDQPVQTGYKSVDTMIPVGRGQRELIIGDRQTGKTAMAIDAIIAQKNSGIKCVYVAIGQKQSTIANVVRKLEETGAMAYTTVVAAAAADPAAMQYLAPYSGCTMGEYFRDRGEDALIIYDDLSKQAVAYRQISLLLRRPPGREAYPGDVFYLHSRLLERASRVSAEYVEKFTNGAVTGKTGSLTALPIIETQAGDVSAFVPTNVISITDGQIFLETSLFNAGIRPAVNAGISVSRVGGSAQTKIIKKLSGGIRTALAQYRELAAFAQFASDLDEATRKQLEHGQRVTELMKQKQYAPYSIADQAVSVYASNEGYMADVEVKKIVDFDAALIAYFRSEYAPLMKQIDETGDYNKDIEAAIKAGIESFKATQTY&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+ATPA_ACIBC+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=405416

Mascot Search Results: Protein View

Start - End Qobserved M (expt) M (cal c) Delta M ss Sequence
1- 14 794. 4132 1586.8119 1586. 8338 -0. 0218 0 -.MXLNPSEISALIK. Q Oxidation (M (lons
score 41)
1- 14 794.4291 1586.8436 1586.8338 0. 0099 0 -.MXLNPSEISALIK. Q Oxidation (M (lons
score 50)
95 - 107 689. 4188 1376.8230 1376.8028 0. 0203 0 R VLEVPVGPELLGR V (lons score 48)
95 - 107 689. 4213 1376.8280 1376.8028 0. 0252 0 R VLEVPVGPELLGR V (lons score 33)
252 - 266 862.4392 1722.8639 1721.8472 1. 0167 1 R DRCEDALI I YDDLSK. Q (lons score 76)
254 - 266 726. 3824 1450. 7502 1450. 7191 0. 0311 0 R GEDALII YDDLSK. Q (lons score 24)
285 - 297 777.3899 1552.7652 1552. 7310 0. 0342 0 R EAYPGDVFYLHSR L (lons score 80)
403 - 419 927.9584 1853.9022 1853.8795 0. 0227 0 R ELAAFAQFASDLDEATR. K (lons score 59)
465 - 477 757.4214 1512.8282 1512. 7977 0. 0305 0 K. IVDFDAALI AYFR S (lons score 38)
Error: try zetting browser cache to automatic. Errar: try setting browser cache to automatic.

AC B21100; DT 14- APR-2009, integrated into Uni ProtKB/ Swi ss-Prot. DT 10-JUN 2008, sequence version 1. DI 27-
JUL- 2011, entry version 28. DE RecNane: Full =ATP synt hase subunit al pha; DE EC=3. 6. 3. 14; DE Alt Nane:
Ful | =ATP synt hase F1 sector subunit al pha; DE AltNanme: Full=F- ATPase subunit al pha; GN Nanme=at pA,

Or der edLocusNanmes=ACI CU 00176; OS Aci netobacter baumannii (strain ACICU). OC Bacteria; Proteobacteria;
Gammapr ot eobact eri a; Pseudononadal es; OC Mr axel | aceae; Aci netobacter; OC Aci netobacter cal coaceti cus/
baurmanni i conpl ex. OX NCBI _Taxl D=405416; RN [1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC

STRAI N=ACI CU; RX PubMed=18411315; DO =10.1128/ AAC. 01643-07; RA lacono M, Villa L., Fortini D., Bordon

R, Inmperi F., Bonnal R J., RA Sicheritz-Ponten T., De Bellis G, Visca P., Cassone A, Carattoli A ; RT
"Whol e- genone pyrosequenci ng of an epidem c multidrug-resistant RT Aci netobacter baumannii strain

bel onging to the European clone Il RT group."; RL Antimcrob. Agents Chenother. 52:2616-2625(2008). CC -!-
FUNCTI ON:  Produces ATP from ADP in the presence of a proton CC gradient across the nmenbrane. The al pha
chain is a regulatory CC subunit (By simlarity). CC -!- CATALYTIC ACTIVITY: ATP + H(2)O + H(+)(In) = ADP
+ phosphate + CC H(+)(Qut). CC -!- SUBUNIT. F-type ATPases have 2 conponents, CF(1l) - the catalytic CC
core - and CF(0) - the nenbrane proton channel. CF(1) has five CC subunits: alpha(3), beta(3), gamua(l),
delta(1l), epsilon(l). CF(0) CC has three main subunits: a(l), b(2) and c(9-12). The al pha and CC beta
chains forman alternating ring which encloses part of the CC ganma chain. CF(1) is attached to CF(0) by a

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttplxu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate _rt=0 (2 of 3)8/20/2007 11:25:16 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=398&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=398&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=399&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=399&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=321&hit=3&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=322&hit=3&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=427&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=363&hit=9&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=393&hit=2&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=461&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxune.dat&query=381&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
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central stalk formed CC by the gamma and epsilon chains, while a peripheral stalk is CC fornmed by the
delta and b chains (By simlarity). CC -!- SUBCELLULAR LOCATION: Cell inner nenbrane; Peripheral nenbrane
CC protein (By simlarity). CC-!1- SIMLARITY: Belongs to the ATPase al pha/beta chains famly. CC
----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-

NODEri VS Li CENSE Gl - - - - oo oo o m o oo oo oo o o o o o o o o oo DR EMBL;
CP000863; ACCH5488.1; -; Genom c_DNA. DR RefSeq; YP_001844835.1; NC 010611.1. DR Protei nMdel Portal;

B21 100; -. DR SWMR; B21100; 26-511. DR STRING B21100; -. DR Genel D, 6236232; -. DR GenoneRevi ews;
CP000863_GR;, ACI CU_00176. DR KEGG abc: ACI CU_00176; -. DR HOGENOM HBG565875; -. DR OVA; GSDRDIK; -. DR
Prot Cl ust DB; PRK09281; -. DR GO GO 0005886; C:.plasma nenbrane; | EA: Uni Prot KB-SubCell. DR GO, GO 0045261;
C. proton-transporting ATP synthase conplex, catalytic core F(1); |EA UniProtKB-KW DR GO GO 0005524; F:
ATP bi ndi ng; | EA: Uni Prot KB-KW DR GO, GO 0046933; F: hydrogen ion transporting ATP synthase activity,
rotational mechanism I[EA InterPro. DR GO GO 0046961; F:proton-transporting ATPase activity, rotational
mechani sm | EA: InterPro. DR GO GO 0015991; P: ATP hydrol ysis coupled proton transport; IEA InterPro. DR
G0 (GO 0015986; P: ATP synthesis coupled proton transport; |EA InterPro. DR HAVAP, M-_01346;

ATP_synth_al pha_bact; 1; -. DR InterPro; |1PR020003; ATPase_a/bsu_AS. DR InterPro; |PR005294; ATPase F1-
cpl x_asu. DR InterPro; |1PR018118; ATPase_F1/Al-cplx_a/bsu_N DR InterPro; |PR023366; ATPase F1/Al-

cplx_a su_N DR InterPro; |PRO00793; ATPase_ F1/V1/ Al-cpl x_a/bsu_C DR InterPro; |PR004100; ATPase_F1/V1/Al-
cpl x_a/bsu_N. DR InterPro; |1PR000194; ATPase_F1/V1/ Al _al/bsu_nucl-bd. DR Gene3D; G3DSA: 2. 40. 30. 20;
G3DSA: 2. 40. 30. 20; 1. DR PANTHER, PTHR15184: SF3; ATPase_F1 _a; 1. DR Pfam PF00006; ATP-synt_ab; 1. DR Pfam
PFO0306; ATP-synt_ab_C; 1. DR Pfam PF02874; ATP-synt_ab N, 1. DR SUPFAM SSF47917; ATPase_a/b_C, 1. DR
SUPFAM SSF50615; ATPase_a/b_N, 1. DR Tl GRFAMs; TI GR00962; AtpA; 1. DR PROSI TE; PS00152;
ATPASE_ALPHA BETA; 1. PE 3: Inferred from honol ogy; KW ATP synthesis; ATP-binding; Cell inner nenbrane;
Cell nmenbrane; CF(1); KW Conplete proteone; Hydrogen ion transport; Hydrolase; lon transport; KW Menbrane;
Nucl eoti de- bi ndi ng; Transport. FT CHAIN 1 514 ATP synthase subunit al pha. FT /FTId=PRO_1000143331. FT
NP_BIND 170 177 ATP (By simlarity). FT SITE 374 374 Required for activity (By simlarity). SQ SEQUENCE
514 AA; 55397 MAN 63E4A57970B5A718 CRC64; MXALNPSEI S ALl KQRI GDL DTSATAKNEG TI VWSDG V Rl HELADAWY

GEM EFDGGL FGVALNLEQD SVGAWLGNY LSLQEGQKAR CTGRVLEVPV GPELLGRVVD ALGNPI DGKG Pl DAKLTDAV EKVAPGVI WR
QSVDQPVQTG YKSVDTM PV GRGQRELI | G DRQTGKTANA | DAl | AQKNS G KCVYVAI G QKQSTI ANVW RKLEETGAMA YTTVWAAAAA
DPAAMQYLAP YSGCTMGEYF RDRGEDALI | YDDLSKQAVA YRQ SLLLRR PPGREAYPGD VFYLHSRLLE RASRVSAEYV EKFTNGAVTG
KTGSLTALPI | ETQAGDVSA FVPTNVI SI T DGQ FLETSL FNAG RPAVN AGQ SVSRVGG SAQTKI | KKL SGE RTALAQ YRELAAFAQF
ASDLDEATRK QLEHGQRVTE LMKCQKQYAPY SI ADQAVSVY ASNEGYMADV EVKKI VDFDA ALI AYFRSEY APLMKQ DET GDYNKDI EAA

| KAG ESFKA TQTY
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MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: ATPA ACI BC Score: 318
ATP synt hase subunit al pha OS=Aci net obacter baumannii (strain ACI CU GN\=at pA PE=3 Sv=1
Found in search of C\Tenp\nmas37.tnp

Nom nal mass (M): 55534; Cal cul ated pl value: 5.29

NCBI BLAST search of ATPA _ACI BC agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunannii ACI CU

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 14%

Mat ched peptides shown in Bold Red

1 MQQLNPSEl S ALI KQRI GDL DTSATAKNEG TI VMSDG V' RI HGLADAMY
51 GEM EFDGGL FGVALNLEQD SVGAWLGNY LSLQEGQKAR CTGRVLEVPV
101 GPELLGRWD ALGNPI DGKG Pl DAKLTDAV EKVAPGVI WR QSVDQPVQTG
151 YKSVDTM PV GRGQRELI | G DRQTGKTAMA | DAI | AQGKNS G KCVYVAI G
201 QKQSTI ANVWW RKLEETGAMA YTTWWAAAAA DPAAMQYLAP YSGCTMGEYF
251 RDRGEDALI| YDDLSKQAVA YRQ SLLLRR PPGREAYPGD VFYLHSRLLE
301 RASRVSAEYV EKFTNGAVTG KTGSLTALPI | ETQAGDVSA FVPTNVI SI T
351 DGQ FLETSL FNAG RPAVN AG SVSRVGG SAQTKI | KKL SGG RTALAQ
401 YRELAAFAQF ASDLDEATRK QLEHGQRVTE LMKQKQYAPY S| ADQAVSVY
451 ASNEGYMADV EVKKI VDFDA ALI AYFRSEY APLMKQ DET GDYNKDI EAA
501 | KAG ESFKA TQTY

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass
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http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MQQLNPSEISALIKQRIGDLDTSATAKNEGTIVMVSDGIVRIHGLADAMYGEMIEFDGGLFGMALNLEQDSVGAVVLGNYLSLQEGQKARCTGRVLEVPVGPELLGRVVDALGNPIDGKGPIDAKLTDAVEKVAPGVIWRQSVDQPVQTGYKSVDTMIPVGRGQRELIIGDRQTGKTAMAIDAIIAQKNSGIKCVYVAIGQKQSTIANVVRKLEETGAMAYTTVVAAAAADPAAMQYLAPYSGCTMGEYFRDRGEDALIIYDDLSKQAVAYRQISLLLRRPPGREAYPGDVFYLHSRLLERASRVSAEYVEKFTNGAVTGKTGSLTALPIIETQAGDVSAFVPTNVISITDGQIFLETSLFNAGIRPAVNAGISVSRVGGSAQTKIIKKLSGGIRTALAQYRELAAFAQFASDLDEATRKQLEHGQRVTELMKQKQYAPYSIADQAVSVYASNEGYMADVEVKKIVDFDAALIAYFRSEYAPLMKQIDETGDYNKDIEAAIKAGIESFKATQTY&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+ATPA_ACIBC+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=405416

Mascot Search Results: Protein View

Start - End Qobserved M (expt) M (cal c) Delta M ss Sequence
1- 14 794. 4136 1586.8127 1586. 8338 -0.0211 0 -.MXLNPSEI SALIK. Q Oxidation (M (lons
score 74)

95 - 107 689. 3677 1376.7209 1376.8028 -0.0819 0 R VLEVPVGPELLGR. V (lons score 44)
252 - 266 862. 3844 1722.7541 1721.8472 0. 9070 1 R DRCEDALIIYDDLSK. Q (lons score 91)
403 - 419 928.4010 1854.7874 1853.8795 0. 9079 0 R ELAAFAQFASDLDEATR. K (lons score 87)
465 - 477 757.3651 1512.7156 1512.7977 -0. 0821 0 K I VDFDAALI AYFR.'S (lons score 24)
Error: try setting browser cache to automatic. Error: try setting browser cache to automatic.

AC B2l 100; DT 14- APR-2009, integrated into Uni Prot KB/ Sm ss-Prot. DT 10-JUN- 2008, sequence version 1. DT 27-
JUL- 2011, entry version 28. DE RecNane: Full=ATP synt hase subunit al pha; DE EC=3. 6. 3. 14; DE Al t Nane:
Ful | =ATP synt hase F1 sector subunit al pha; DE Al tNanme: Full =F-ATPase subunit al pha; GN Nane=at pA;

Or der edLocusNanmes=AClI CU_00176; OS Aci netobacter baumannii (strain ACICU). OC Bacteria; Proteobacteri a;
Gammapr ot eobacteri a; Pseudononadal es; OC Mraxel | aceae; Aci netobacter; OC Aci netobacter cal coaceti cus/
baumanni i conpl ex. OX NCBI _Taxl D=405416; RN [1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC

STRAI N=ACI CU; RX PubMed=18411315; DA =10.1128/ AAC. 01643-07; RA lacono M, Villa L., Fortini D., Bordon

R, Inperi F., Bonnal RJ., RA Sicheritz-Ponten T., De Bellis G, Visca P., Cassone A, Carattoli A ; RT
"Whol e- genone pyrosequenci ng of an epidem c multidrug-resistant RT Aci netobacter baumannii strain

bel onging to the European clone Il RT group.”; RL Antim crob. Agents Chenother. 52:2616-2625(2008). CC -!-
FUNCTI ON:  Produces ATP from ADP in the presence of a proton CC gradient across the nenbrane. The al pha
chain is a regulatory CC subunit (By simlarity). CC -!- CATALYTIC ACTIVITY: ATP + H(2)O + H(+)(In) = ADP
+ phosphate + CC H(+)(Qut). CC -!- SUBUNIT. F-type ATPases have 2 conponents, CF(1l) - the catalytic CC
core - and CF(0) - the nmenbrane proton channel. CF(1l) has five CC subunits: al pha(3), beta(3), gamm(1l),
delta(l1l), epsilon(l). CF(0) CC has three main subunits: a(l), b(2) and c(9-12). The al pha and CC beta
chains forman alternating ring which encloses part of the CC ganma chain. CF(1) is attached to CF(0) by a
central stalk formed CC by the gamma and epsilon chains, while a peripheral stalk is CC fornmed by the
delta and b chains (By simlarity). CC -!- SUBCELLULAR LOCATION: Cell inner menbrane; Peripheral nenbrane
CC protein (By simlarity). CC-!- SIMLARITY: Belongs to the ATPase al pha/beta chains famly. CC
----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=407&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=407&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=360&hit=3&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=447&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=475&hit=1&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYnt.dat&query=394&hit=2&index=ATPA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

NODeri Vs LiCense CC ----- - oo mm oo oo o m o oo o o o o o o e e oo DR EMBL;
CP000863; ACC55488.1; -; Genomic_DNA. DR RefSeq; YP_001844835.1; NC 010611.1. DR Protei nModel Portal;
B21100; -. DR SMR; B21100; 26-511. DR STRING B21100; -. DR CGenel D, 6236232; -. DR CGenoneRevi ews;
CP000863_GR;, ACI CU_00176. DR KEGG abc: ACI CU_00176; -. DR HOGENOM HBG565875; -. DR OVA;, GSDRDI K; -. DR
Prot Cl ust DB; PRK09281; -. DR GO GO 0005886; C:.plasma nenbrane; | EA: Uni Prot KB-SubCell. DR GO, GO 0045261;
C. proton-transporting ATP synthase conplex, catalytic core F(1); |EA UniProtKB-KW DR GO GO 0005524; F:
ATP bi ndi ng; | EA: Uni Prot KB-KW DR GO, GO 0046933; F: hydrogen ion transporting ATP synthase activity,
rotational nechanism I|EA InterPro. DR GO GO 0046961; F:proton-transporting ATPase activity, rotational
mechani sm | EA: InterPro. DR GO GO 0015991; P: ATP hydrol ysis coupled proton transport; IEA InterPro. DR
G0, GO 0015986; P: ATP synthesis coupled proton transport; |EA InterPro. DR HAVAP, M-_01346;

ATP_synt h_al pha_bact; 1; -. DR InterPro; |1PR020003; ATPase_a/bsu_AS. DR InterPro; |PR005294; ATPase_ F1-
cpl x_asu. DR InterPro; |1PR0O18118; ATPase_F1/Al-cplx_a/bsu_N. DR InterPro; |IPR023366; ATPase_ F1/Al-
cplx_a_su_N. DR InterPro; I|IPRO00793; ATPase_F1/V1l/Al-cplx_al/bsu_C DR InterPro; |PR0O04100; ATPase_F1/V1/Al-
cpl x_a/bsu_N. DR InterPro; |PR000194; ATPase_ F1/V1l/ Al_al/bsu_nucl -bd. DR Gene3D; G3DSA: 2. 40. 30. 20;
G3DSA: 2. 40. 30. 20; 1. DR PANTHER, PTHR15184: SF3; ATPase F1 a; 1. DR Pfam PF00006; ATP-synt _ab; 1. DR Pfam
PFO0306; ATP-synt_ab_C; 1. DR Pfam PF02874; ATP-synt_ab N, 1. DR SUPFAM SSF47917; ATPase_a/b_C, 1. DR
SUPFAM SSF50615; ATPase_a/b_N, 1. DR TI GRFAMs; TI GR00962; AtpA; 1. DR PROSI TE; PS00152;
ATPASE_ALPHA BETA; 1. PE 3: Inferred from honol ogy; KW ATP synthesis; ATP-binding; Cell inner nmenbrane;
Cell nmenbrane; CF(1); KW Conplete proteone; Hydrogen ion transport; Hydrolase; lon transport; KW Menbrane;
Nucl eoti de- bi ndi ng; Transport. FT CHAIN 1 514 ATP synthase subunit al pha. FT /FTId=PRO_1000143331. FT
NP_BIND 170 177 ATP (By simlarity). FT SITE 374 374 Required for activity (By simlarity). SQ SEQUENCE
514 AA; 55397 MN 63E4A57970B5A718 CRC64; MXXLNPSEI S ALl KQRI GDL DTSATAKNEG TI VWSDAG V Rl HGLADAMY

GEM EFDGGL FGVALNLEQD SVGAWWLGNY LSLQEGQKAR CTGRVLEVPV GPELLGRVWWD ALGNPI DGKG Pl DAKLTDAV EKVAPGVI VR
QSVDQPVQTG YKSVDTM PV GRGQRELI | G DRQTGKTANA | DAl | AQKNS G KCVYVAI G QKQSTI ANV RKLEETGAMA YTTVWAAAAA
DPAAMQYLAP YSGCTMGEYF RDRGEDALIT YDDLSKQAVA YRQ SLLLRR PPGREAYPGD VFYLHSRLLE RASRVSAEYV EKFTNGAVTG
KTGSLTALPI | ETQAGDVSA FVPTNVI SIT DGQ FLETSL FNAG RPAVN AGQ SVSRVGG SAQTKI | KKL SGE RTALAQ YRELAAFAQF
ASDLDEATRK QLEHGQRVTE LMKCQKQYAPY SI ADQAVSVY ASNEGYMADV EVKKI VDFDA ALI AYFRSEY APLMKQ DET GDYNKDI EAA

| KAG ESFKA TQTY

Mascot: http://www.matrixscience.com/
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JuaTrRIX) Mascot Search Results

SCIENCE.

Protein View

Match to: gi| 126642748 Score: 63

di hydrol i poam de dehydrogenase [ Aci net obacter baunmanni i

Found in search of C\Tenp\nmas4l.tnp

Nom nal mass (M): 42487; Cal cul ated pl val ue: 5.64
NCBI BLAST search of gi| 126642748 agai nst nr

Unf ormatt ed sequence string for

Taxonony: Aci net obacter baunanni i

ATCC 17978

Fi xed nodi fications: Carbam donet hyl
Vari abl e nodifications: Oxidation (M
Cl eavage by Trypsin: cuts C-termside of KR unless

Sequence Coverage: 7%

Mat ched peptides shown in Bold Red

(O

1 MHHLADHG T TGEVNFDLAK LLARKDKI VD QLTGE DQLL
51 TGKLLAGKKV EFVPHEGETQ | LEPKYVI LA SGSVPVNI PV
101 STGALNFPEV PKRLGVI GAG VI GLELGSVW RRLGAEVVVF
151 DKALSKEY(K | LTKQGELDI R | GAKVSGTEV NGREVTVKYT
201 DKLI VCVGRK AYAEGLLAED SG KLTERG. VEVNDHCATS
251 VRGPMLAHKA MEEGVMAVER | HGHAAQVNY DTl | SVI YTH
301 EQAKEKGHEV KTGQFGFAVN GRALAAGEGA GFVKFVADAK
351 GPAASDI VHQ GM ALEFVSS VEDLQLMIFG TQHSLKLFMWK

Show predicted peptides also

Start - End Observed
28 - 41 756. 9571

M (expt)
1511. 8997

M (cal c)
1511. 8559

pasting into other applications

ATCC 17978]

next residue is P

KGNG EWLKG
APVDQDI | VD
EAVDAFLPMA
QAGEDKEQTF
VEGVYAI GDL
PEAAW/GLTE
TDRLLGVHV

LHLL

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Delta M ss Sequence

0. 0438

0 K IVDQLTGA DQLLK. G (lons score 18)

http://www.matrixscience.com/cgi/protein_view.pl Xile=../data/20110407/Fttpl zc..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/20/2007 11:22:19 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MHHLADHGITTGEVNFDLAKLLARKDKIVDQLTGGIDQLLKGNGIEWLKGTGKLLAGKKVEFVPHEGETQILEPKYVILASGSVPVNIPVAPVDQDIIVDSTGALNFPEVPKRLGVIGAGVIGLELGSVWRRLGAEVVVFEAMDAFLPMADKALSKEYQKILTKQGLDIRIGAKVSGTEVNGREVTVKYTQAGEDKEQTFDKLIVCVGRKAYAEGLLAEDSGIKLTERGLVEVNDHCATSVEGVYAIGDLVRGPMLAHKAMEEGVMAVERIHGHAAQVNYDTIISVIYTHPEAAWVGLTEEQAKEKGHEVKTGQFGFAVNGRALAAGEGAGFVKFVADAKTDRLLGMHVIGPAASDIVHQGMIALEFVSSVEDLQLMTFGTQHSLKLFMKLHLL&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c126642748+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=400667
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzcwE.dat&query=259&hit=2&index=gi%7c126642748&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

59 - 75 661. 0493 1980.1261 1979.0364 1. 0897 1 K KVEFVPHEGETQ LEPK. Y (lons score 46)

Error: try zetting browser cache to automatic. Errar: try zetting browszer cache to automatic.

LOCUS YP_001085732 394 aa |inear BCT 29- MAY-2010 DEFI NI TI ON di hydrol i poam de dehydrogenase [ Aci net obact er
baumanni i ATCC 17978]. ACCESSI ON YP_001085732 VERSI ON YP_001085732.1 d:126642748 DBLI NK Project: 58731
DBSOURCE REFSEQ accession NC 009085.1 KEYWORDS . SOURCE Aci netobacter baumannii ATCC 17978 ORGANI SM

Aci net obacter baumannii ATCC 17978 Bacteria; Proteobacteria; Gamraproteobacteria; Pseudononadal es;

Mor axel | aceae; Aci netobacter; Acinetobacter cal coaceticus/baumannii conplex. REFERENCE 1 (residues 1 to
394) AUTHORS Smith,M G, Ganoulis,T.A , Pukatzki,S., Mkalanos,J.J., Onston,L.N, CGerstein,M and Snyder,
M TITLE New insights into Aci netobacter baumannii pathogenesis reveal ed by high-density pyrosequenci ng
and transposon mut agenesi s JOURNAL Genes Dev. 21 (5), 601-614 (2007) PUBMED 17344419 REFERENCE 2 (residues
1 to 394) CONSRTM NCBI Genone Project TITLE Direct Subm ssion JOURNAL Submtted (05- MAR-2007) Nationa
Center for Biotechnology Information, N H Bethesda, MD 20894, USA REFERENCE 3 (residues 1 to 394) AUTHORS
Smth,MG, Ganoulis,T.A , Pukatzki,S., Mkalanos,J., Onston,L.N, CGerstein,M and Snyder, M TITLE

Di rect Subm ssion JOURNAL Submtted (27- NOV-2006) Department of Ml ecular, Cellular, and Devel opnent al

Bi ol ogy, Yale University, 266 Witney Ave, New Haven, CT 06520, USA COVMENT PROVI SI ONAL REFSEQ This
record has not yet been subject to final NCBI review The reference sequence was derived from ABOL3130.
Source DNA and bacteria available from M chael Snyder (m chael.snyder @al e. edu). Method: conceptual
transl ati on. FEATURES Location/ Qualifiers source 1..394 /organisn="Aci netobacter baumannii ATCC 17978" /
strai n="ATCC 17978" /db_xref="ATCC: 17978" /db_xref ="t axon: 400667" Protein 1..394 /
product ="di hydr ol i poam de dehydrogenase” /cal cul ated_nol _wt =42269 Regi on 2..380 /region_nanme="PRKO6467" /
not e="di hydrol i poam de dehydrogenase; Revi ewed" /db_xref="CDD: 180579" Regi on 113..194 /

regi on_nanme="Pyr _redox" /note="Pyridine nucleotide-disul phi de oxi doreductase; cl 14644" /

db_xref="CDD: 197445" Regi on 285..379 /region_nane="Pyr_redox_dim' /note="Pyridi ne nucl eoti de-di sul phi de
oxi dor educt ase, dinerisation domain; pfan02852" /db_xref="CDD: 190451" CDS 1..394 /locus_tag="Al1S 2717" |/
coded_by="NC 009085. 1: 3153037. . 3154221" /note="E3 conponent of 2-oxoglutarate dehydrogenase conpl exd yci ne
oxi dation system L-factor"” /transl _table=11 /db_xref="Genel D: 4919320"

Mascot: http://www.matrixscience.com/
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzcwE.dat&query=301&hit=1&index=gi%7c126642748&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/58731"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/17344419"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/ABO13130"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.atcc.org/SearchCatalogs/linkin?id=17978"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126642748?from=1&to=394"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126642748?from=2&to=380"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=180579"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126642748?from=113&to=194"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=197445"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126642748?from=285&to=379"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=190451"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115?from=3153037&to=3154221"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=4919320"
http://www.matrixscience.com/

Mascot Search Results: Protein View
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Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Mat ch to: MDH ACI BC Score: 316
Mal at e dehydr ogenase OS=Aci net obacter baumannii (strain ACI CU) G\=ndh PE=3 SV=1
Found in search of C\Tenp\nmas93.tnp

Nom nal mass (M): 35358; Cal cul ated pl value: 5.20

NCBI BLAST search of NMDH _ACI BC agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunannii ACI CU

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 21%

Mat ched peptides shown in Bold Red

1 MKQPVRVAVT GAAGQ GYSL LFRI ASGEML GKDQPVI LQL LEVPVEKAQQ

51 ALKGVMVELD DCAFPLLAGM | GTDDPKVAF KDADYALLVG SRPRGPGVER
101 ADLLKVNGE! FI GQGQALNE VASRDVKVLV VGNPANTNAY | AVKSAPDLP
151 AKNFTAMLRL DHNRALTQVA QKAGVAVADI EKLTVWGNHS PTMYADYRFA
201 TANGESLKDK | NDPAWNKDV FLPTVGKRGA Al | EARGLSS AASAANAAI D
251 HVRDWALGTN GKW/TMGVPS DGSYG PEGY MFGFPVTTEN GEYKI VQGLE
301 | DEFSRERI N FTLNELEEER AAl ADMVK

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
33 - 47 860.4943 1718.9741 1718.9818 -0.0078 0 K DQPVI LQLLEVPVEK. A (lons score 44)
82 - 94 716. 8854 1431. 7562 1431.7470 0. 0092 0 K DADYALLVGSRPR G (lons score 61)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zS..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate _rt=0 (1 of 3)8/20/2007 11:26:59 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MKQPVRVAVTGAAGQIGYSLLFRIASGEMLGKDQPVILQLLEVPVEKAQQALKGVMMELDDCAFPLLAGMIGTDDPKVAFKDADYALLVGSRPRGPGMERADLLKVNGEIFIGQGQALNEVASRDVKVLVVGNPANTNAYIAMKSAPDLPAKNFTAMLRLDHNRALTQVAQKAGVAVADIEKLTVWGNHSPTMYADYRFATANGESLKDKINDPAWNKDVFLPTVGKRGAAIIEARGLSSAASAANAAIDHMRDWALGTNGKWVTMGVPSDGSYGIPEGVMFGFPVTTENGEYKIVQGLEIDEFSRERINFTLNELEEERAAIADMVK&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+MDH_ACIBC+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=405416
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzSeT.dat&query=74&hit=1&index=MDH_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzSeT.dat&query=65&hit=1&index=MDH_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

237 - 253 829. 9066 1657.7986 1657.7842 0. 0145 0 R GLSSAASAANAAI DHVR. D Oxidation (M
(lLons score 59)

295 - 306 703. 3758 1404. 7371 1404.7249 0.0122 0 K IVQGLEIDEFSR E (lons score 73)

309 - 320 753.8813 1505.7481 1505. 7361 0. 0120 0 R INFTLNELEEER. A (lons score 80)

Error: try zetting browser cache to automatic. Errar: try setting browser cache to automatic.

AC B2Hz52; DT 14- APR-2009, integrated into Uni Prot KB/ Swi ss-Prot. DT 10-JUN 2008, sequence version 1. DI 27-
JUL- 2011, entry version 27. DE RecNanme: Full =Ml ate dehydrogenase; DE EC=1.1.1.37; GN Name=ndh;

Or der edLocusNanmes=AClI CU_03222; OS Aci netobacter baumannii (strain ACICU). OC Bacteria; Proteobacteri a;
Gammapr ot eobacteri a; Pseudononadal es; OC Mor axel | aceae; Aci net obacter; OC Aci netobacter cal coaceti cus/
baumanni i conpl ex. OX NCBI _Taxl D=405416; RN [1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC

STRAI N=ACI CU; RX PubMed=18411315; DO =10.1128/ AAC. 01643-07; RA lacono M, Villa L., Fortini D., Bordoni

R, Inperi F., Bonnal R J., RA Sicheritz-Ponten T., De Bellis G, Visca P., Cassone A, Carattoli A ; RT
"Whol e- genone pyrosequenci ng of an epidem c multidrug-resistant RT Aci netobacter baumannii strain

bel onging to the European clone Il RT group.”; RL Antim crob. Agents Chenother. 52:2616-2625(2008). CC -!-
FUNCTI ON: Catal yzes the reversible oxidation of malate to CC oxal oacetate (By simlarity). CC -!-
CATALYTIC ACTIVITY: (S)-malate + NAD(+) = oxal oacetate + NADH. CC -!- SUBUNI T: Honodiner (By simlarity).
CC -!- SIMLARITY: Belongs to the LDH MDH superfam|ly. NMDH type 2 famly. CC
----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/ternms CC Distributed under the Creative Comons Attri bution-

NODEri VS Li CENSE CC - - - - - - - oo oo oo o oo oo o o oo oo oo oo o oo DR EMBL;
CP000863; ACC58534.1; -; Genom c_DNA. DR RefSeq; YP_001847881.1; NC 010611.1. DR Protei nModel Portal;
B2HzZ52; -. DR SWMR; B2HZz52; 2-327. DR STRING B2HZ52; -. DR Cenel D; 6234431; -. DR GenoneRevi ews;
CP000863_GR;, ACI CU_03222. DR KEGG abc: ACI CU_03222; -. DR HOGENOM HBG289884; -. DR OVA;, MIWGNH, -. DR
Prot Cl ust DB; PRKO05442; -. DR GO, GO 0005488; F:binding; IEA InterPro. DR GO, GO 0030060; F:L-nulate

dehydrogenase activity; |IEAEC. DR GO GO 0044262; P:cellular carbohydrate netabolic process; |EA:
InterPro. DR GO, GO 0006108; P:mal ate netabolic process; IEA InterPro. DR GO GO 0006099; P:tricarboxylic
acid cycle; |EA UniProt KB-KW DR HAMAP;, MF_01517; WMal ate_dehydrog 2; 1; -. DR InterPro; |PRO01557; L-

| actate/ mal ate DH. DR InterPro; |PR022383; Lactate/nalate DH C. DR InterPro; |PR001236; Lactate/

mal ate_ DH N. DR InterPro; |PR015955; Lactate DH G yco _Chase 4 C. DR InterPro; |1PR010945; Ml ate DH type2.
DR I nterPro; |PR016040; NAD(P)-bd _dom DR Gene3D;, G3DSA: 3.90.110.10; lact_mal _DH, 1. DR Gene3D,

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zS..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate _rt=0 (2 of 3)8/20/2007 11:26:59 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzSeT.dat&query=72&hit=1&index=MDH_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzSeT.dat&query=61&hit=1&index=MDH_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzSeT.dat&query=69&hit=1&index=MDH_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

G3DSA: 3. 40. 50. 720; NAD(P)-bd; 1. DR PANTHER, PTHR23382; MDH SF1; 1. DR Pfam PF02866; Ldh_1 C 1. DR Pfam
PFO0056; Ldh_1 N, 1. DR PIRSF; PIRSF000102; Lac_mal _DH; 1. DR SUPFAM SSF56327; Lactate_ DH

G yco_hydro_4 C 1. DR TIGRFAMs; TI GRO1759; Mal ateDH SF1; 1. DR PROSI TE; PS00068; MDH, FALSE NEG PE 3:
Inferred from honol ogy; KW Conpl ete proteone; NAD, Oxi doreductase; Tricarboxylic acid cycle. FT CHAIN 1
328 Mal at e dehydrogenase. FT /FTId=PRO_1000191605. FT NP_BIND 11 17 NAD (By simlarity). FT NP_BIND 131
133 NAD (By simlarity). FT ACT_SITE 189 189 Proton acceptor (By simlarity). FT BINDI NG 94 94 Substrate
(By simlarity). FT BINDING 100 100 Substrate (By simlarity). FT BINDING 107 107 NAD (By simlarity). FT
BI NDI NG 114 114 NAD (By simlarity). FT BINDING 133 133 Substrate (By simlarity). FT BIND NG 164 164
Substrate (By simlarity). SQ SEQUENCE 328 AA; 35323 MWA/ 4A3ABDDO4F615F6E CRC64; MKQPVRVAVT GAAGQ GYSL
LFRI ASGEM. GKDQPVI LQL LEVPVEKAQQ ALKGVMVELD DCAFPLLAGM | GTDDPKVAF KDADYALLVG SRPRGPGVER ADLLKVNGEI

Fl GQGQALNE VASRDVKVLV VGNPANTNAY | AMKSAPDLP AKNFTAMLRL DHNRALTQVA QKAGVAVADI EKLTVWGNHS PTMYADYRFA
TANGESLKDK | NDPAWNKDV FLPTVGKRGA Al | EARGLSS AASAANAAI D HVRDWALGTN GKW/TMGVPS DGSYG PEGY MFGFPVTTEN

GEYKI VQGLE | DEFSRERI N FTLNELEEER AAlI ADWK

’ Mascot: http://www.matrixscience.com/
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Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 260549007 Score: 276
pyruvat e/ 2- oxogl ut arat e dehydr ogenase conpl ex [Aci netobacter sp. RUH2624]
Found in search of C \Tenp\nmas35.tnp

Nom nal mass (M): 51197, Cal cul ated pl value: 5.96

NCBI BLAST search of gi| 260549007 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter sp. RUH2624

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 260408175 from Aci net obacter sp. RUH2624

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 15%

Mat ched peptides shown in Bold Red

1 MBQOFDLWVI GGCGPGGYEAA | RAAQLGFKV ACI EKRI HNG KPSLGGTCLN
51 VGCI PSKALL DSSHRYEDTV HHLADHG TT GEVNFDLAKL LARKDKI VDQ
101 LTGE DQLLK GNGA EWLKGT CGKLLAGKKVE FVSHEGETQV LEPKYVI LAS
151 GSVPVN PVA PVDQDI | VDS TGALNFPEVP KRLGVI GAGV | GLELGSW\R
201 RLGAEVWFE AMDAFLPVMAD KALAKEY(KL LTKQGLDI RV GAKVSGIEVN
251 GREVTVKYTQ GGEEKTQIFD KLI VCVGRKA YAEGLLAEDS G KLTERGLV
301 EVNDHCATSV EGVYAlI GDLV RGPMLAHKAM EEGVMAVERI HGHAAQVNYD
351 TIISVI YTHP EAAWG.TEE QAKEKGHEVK TGQFGFAVNG RALAACGEGAG
401 FVKFVADAKT DRLLGVHVI G PAASDI VHQG M ALEFVSSV EDLQLMIFGH
451 PTFSEVVHEA ALAVDGRAI H Al QRKRK

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass
http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttplXY ..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/20/2007 11:32:36 PM



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MSQQFDLVVIGGGPGGYEAAIRAAQLGFKVACIEKRIHNGKPSLGGTCLNVGCIPSKALLDSSHRYEDTVHHLADHGITTGEVNFDLAKLLARKDKIVDQLTGGIDQLLKGNGIEWLKGTGKLLAGKKVEFVSHEGETQVLEPKYVILASGSVPVNIPVAPVDQDIIVDSTGALNFPEVPKRLGVIGAGVIGLELGSVWRRLGAEVVVFEAMDAFLPMADKALAKEYQKLLTKQGLDIRVGAKVSGTEVNGREVTVKYTQGGEEKTQTFDKLIVCVGRKAYAEGLLAEDSGIKLTERGLVEVNDHCATSVEGVYAIGDLVRGPMLAHKAMEEGVMAVERIHGHAAQVNYDTIISVIYTHPEAAWVGLTEEQAKEKGHEVKTGQFGFAVNGRALAAGEGAGFVKFVADAKTDRLLGMHVIGPAASDIVHQGMIALEFVSSVEDLQLMTFGHPTFSEVVHEAALAVDGRAIHAIQRKRK&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c260549007+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=575564
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=260408175
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=575564
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Start - End bserved M (expt) M (cal c) Delta M ss Sequence
2 - 22 1068. 0567 2134.0988 2133. 0855 1.0133 0 M SQQFDLWI GGGPGGYEAAI R. A (lons score
59)
66 - 89 895. 0897 2682.2471 2681.2722 0. 9750 0 R YEDTVHHLADHGA TTGEVNFDLAK. L (lons
score 57)
95 - 110 878.4802 1754.9459 1754.9778 -0. 0319 1 K DKIVDQLTGE DQLLK. G (lons score 57)
97 - 110 757.4523 1512.8901 1511. 8559 1.0342 0 K IVDQLTGAE DQLLK. G (lons score 33)
279 - 293 782. 4311 1562.8477 1563.8144 -0. 9667 1 R KAYAEGLLAEDSA K. L (lons score 22)
280 - 293 718. 9245 1435.8345 1435.7194 0. 1151 0 K AYAEGLLAEDSA K. L (lons score 49)
Error: try zetting browser cache to automatic. Errar: try setting browser cache to automatic.

LOCUS ZP_05823229 477 aa |inear BCT 09-JUN-2010 DEFI NI TI ON pyruvat e/ 2- oxogl ut ar at e dehydr ogenase conpl ex
[ Aci net obacter sp. RUH2624]. ACCESSI ON ZP_05823229 VERSI ON ZP_05823229.1 d:260549007 DBLI NK Proj ect:
40849 DBSOURCE REFSEQ accession NZ GG704495.1 KEYWORDS . SOURCE Aci net obacter sp. RUH2624 ORGANI SM

Aci net obacter sp. RUH2624 Bacteria; Proteobacteria; Ganmaproteobacteria; Pseudononadal es; Moraxel | aceae;

Aci net obact er; Aci net obacter cal coaceticus/baumannii conplex. REFERENCE 1 (residues 1 to 477) AUTHORS Ward,
D., Feldgarden,M, Earl,A., Young,S. K, Zeng, Q, Koehrsen,M, Alvarado,L., Berlin, A, Bochicchio,J.,
Borenstein, D., Chapman,S., Chen,Z., Engels, R, Freedman,E., Gellesch,M, Coldberg,J., Giggs,A, Qjja,S.,
Hei | man, E., Hei man, D., Hepburn,T., Howarth,C., Jen,D., Larson,L., Lewis,B., Mehta, T., Park,D., Pearson, M,
Roberts, A, Saif,S., Shea, T., Shenoy,N., Sisk,P., Stolte, C., Sykes,S., Thonson, T., Walk, T., Wite,J.,
Yandava, C., Dijkshoorn,L., Haas,B., Nusbaum C. and Birren, B. CONSRTM The Broad Institute Genone Sequenci ng
Platform TI TLE The Genone Sequence of Acinetobacter sp. strain RUH2624 JOURNAL Unpubl i shed REFERENCE 2
(residues 1 to 477) AUTHORS Ward, D., Feldgarden,M, Earl,A , Young, S. K., Zeng, Q, Koehrsen, M, Alvarado,
L., Berlin, A, Bochicchio,J., Borenstein,D., Chapman,S., Chen,Z., Engels, R, Freedman, E., Gellesch, M,

ol dberg,J., Giggs,A, Qijja,S , Heilmn, E., Heimn,D., Hepburn,T., Howarth,C. , Jen,D., Larson,L., Lews,
B., Mehta,T., Park,D., Pearson,M, Roberts,A , Saif,S., Shea, T., Shenoy,N., Sisk,P., Stolte, C., Sykes,S.,
Thonson, T., Walk, T., Wiite,J., Yandava,C. , D jkshoorn,L., Haas,B., Nusbaum C. and Birren, B. CONSRTM The
Broad Institute Genone Sequencing Platform TI TLE Direct Subm ssion JOURNAL Subm tted (19- AUG 2009) Broad
Institute of MT and Harvard, 7 Canbridge Center, Canbridge, MA 02142, USA COWENT PREDI CTED REFSEQ Thi s
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=532&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=532&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=595&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=595&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=459&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=401&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=422&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxYeT.dat&query=375&hit=1&index=gi%7c260549007&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/40849"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260548764"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=575564"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"

Mascot Search Results: Protein View
record has not been reviewed and the function is unknown. The reference sequence was derived from
EEX01646. Method: conceptual translation. FEATURES Location/ Qualifiers source 1..477 /

or gani sm=" Aci net obacter sp. RUH2624" /strai n="RUH2624" /db_xref="taxon: 575564" Protein 1..477 /
product =" pyruvat e/ 2- oxogl ut arat e dehydr ogenase conpl ex" /cal cul ated _nol wt =50813 Region 1..477 /
regi on_nanme="PRK06467" /note="di hydroli poam de dehydrogenase; Reviewed" /db_xref="CDD:. 180579" Regi on 5.

>154 /regi on_nane="Pyr_redox" /note="Pyridine nucl eotide-di sul phi de oxi doreduct ase; cl 14644" |/
db_xref="CDD: 197445" Regi on 182..263 /region_nane="Pyr_redox" /note="Pyridine nucl eotide-di sul phi de

oxi dor educt ase; cl 14644" /db_xref="CDD: 197445" Reqgi on 354..461 /regi on_nane="Pyr_redox_din /
not e="Pyri di ne nucl eoti de-di sul phi de oxi doreductase, dinerisation domain; pfan02852" /db_xref="CDD: 190451"
CDS 1..477 /1 ocus_tag="HVWPREF0014_00243" /coded_by="NZ_GGr04495. 1: 262130. . 263563" /transl| _tabl e=11

’ Mascot: http://www.matrixscience.com/
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http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/EEX01646"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=575564"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260549007?from=1&to=477"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260549007?from=1&to=477"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=180579"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260549007?from=5&to=154"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=197445"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260549007?from=182&to=263"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=197445"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/260549007?from=354&to=461"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=190451"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/260548764?from=262130&to=263563"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://www.matrixscience.com/
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MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 169632322 Score: 90
copropor phyrinogen 111 oxidase [Aci netobacter baunmannii SDF]
Found in search of C \Tenp\nmas82.tnp

Nom nal mass (M): 38638; Cal cul ated pl value: 5.27

NCBI BLAST search of gi| 169632322 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baumannii SDF
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 169151114 from Aci net obact er baumanni i

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 6%

Mat ched peptides shown in Bold Red

1 MDLCFDVSNL FRSSLRVI MQ HPTSTDI QRV REFLLDLQAR | CAGLEQREK
51 AGGGTAEFI I DDWERPEGGG GRSRVLONGT VI EKGGVIMFS HI NI SKLPPS
101 ATERHPQ AG AKAQALGVSL VI HPKNPNI P TSHANVRLFV AEREGQDPI W
151 WFGGG-DLTP FYPDDQDVLN VWHQAAYDLCK PFGDNVYAEH KKWCDDYFYL
201 KHGDEQRGVG GLFFDDLNCW DFETCFKYI Q AVGNGYLNAI LPI FEKHREQ
251 PYTEAQREFQ LYRRGRYVEY NLVYDRGILF GLQTGGRI ES | LVSLPNLAA
301 WSYRPEWDED SPEKRLTDYY LKPRDW.GLE EKVA

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass

Start - End observed M (expt) M (cal c) Delta M ss Sequence
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http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MDLCFDVSNLFRSSLRVIMQHPTSTDIQRVREFLLDLQARICAGLEQQEKAGGGTAEFIIDDWERPEGGGGRSRVLQNGTVIEKGGVMFSHINISKLPPSATERHPQIAGAKAQALGVSLVIHPKNPNIPTSHANVRLFVAEREGQDPIWWFGGGFDLTPFYPDDQDVLNWHQAAYDLCKPFGDNVYAEHKKWCDDYFYLKHGDEQRGVGGLFFDDLNCWDFETCFKYIQAVGNGYLNAILPIFEKHREQPYTEAQREFQLYRRGRYVEYNLVYDRGTLFGLQTGGRIESILVSLPNLAAWSYRPEWDEDSPEKRLTDYYLKPRDWLGLEEKVA&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c169632322+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=509170
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=169151114
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470

Mascot Search Results: Protein View

85 - 96 653. 3461 1304.6777 1304.6547 0. 0230 0 K GGVMFSH NI SK. L Oxidation (M (lons
score 50)
277 - 287 553. 8227 1105.6308 1105.5880 0. 0428 0 R GILFGQTGER. | (lons score 40)
Error: try zetting browser cache to automatic. Errar: try zetting browszer cache to automatic.
LOCUS YP_001706058 334 aa |inear BCT 17- MAY-2011 DEFI NI TI ON copropor phyrinogen |11 oxi dase [Aci netobacter

baumanni i SDF]. ACCESSI ON YP_001706058 VERSI ON YP_001706058.1 G :169632322 DBLINK Project: 61601 DBSOURCE
REFSEQ accession NC 010400.1 KEYWORDS . SOURCE Aci netobacter baumannii SDF ORGANI SM Aci net obact er
baurmanni i SDF Bacteria; Proteobacteria; Ganmaproteobacteria; Pseudononadal es; Mraxel | aceae;

Aci net obact er; Aci net obacter cal coaceticus/baumannii conplex. REFERENCE 1 (residues 1 to 334) AUTHORS

Val | enet, D., Nordmann, P., Barbe,V., Poirel,L., Mangenot,S., Bataille, E., Dossat,C , Gas,S., Kreineyer, A ,
Lenoble, P., Oztas,S., Poulain,J., Segurens,B., Robert,C., Abergel,C , Caverie,J.M, Raoult,D., Medigue,
C., Weissenbach,J. and Cruveiller,S. TITLE Conparative anal ysis of Acinetobacters: three genones for three
lifestyles JOURNAL PLoS ONE 3 (3), E1805 (2008) PUBMED 18350144 REMARK Publication Status: Online-Only
REFERENCE 2 (residues 1 to 334) CONSRTM NCBI Genone Project TITLE Direct Subm ssion JOURNAL Submtted (04-
MAR- 2008) National Center for Biotechnology Information, N H Bethesda, MD 20894, USA REFERENCE 3
(residues 1 to 334) AUTHORS Genoscope -,C. E. A TITLE Drect Subm ssion JOURNAL Submitted (25-FEB-2008)
Genoscope - Centre National de Sequencage : BP 191 91006 EVRY cedex - FRANCE (E-mail : seqref @enoscope.
cns.fr - Web : www. genoscope.cns. fr) COVMENT PROVI SI ONAL REFSEQ This record has not yet been subject to
final NCBI review The reference sequence was derived from CAG9780. Annotation data relative to BLAST
simlarities, COG assignations, enzymatic function prediction (PRI AM software), TWVHW and Signal P

predi ctions, and synteny results (Syntonizer software) are avail able in BaumannoScope dat abase via the
MaGe annotation system http://ww. genoscope. cns. fr/agc/ mage/ baunannoscope. Met hod: conceptual translation.
FEATURES Location/Qualifiers source 1..334 /organi sm="Aci net obacter baumannii SDF" /strain="SDF" /

db_xref="taxon: 509170" Protein 1..334 /product="coproporphyrinogen Il oxidase" /EC nunber="1.3.3.3" /
function="1.5.3.12 : hene, porphyrine" /calcul ated_nol _w =38189 Regi on 28..327 /
regi on_nanme="Copr ogen_oxi das" /not e="Copropor phyrinogen 111 oxidase; cl00433" /db_xref="CDD: 193817" CDS

1..334 /gene="henF" /| ocus_tag="ABSDF0387" /coded_by="conpl enent (NC_010400. 1: 365545. . 366549) " /

inference="ab initio prediction: AM Gene: 2. 0" /note="catal yzes the conversion of the propionic acid groups

of rings | and Il to vinyl groups during henme synthesis" /transl _table=11 /db_xref="Genel D. 5986562"
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzYSL.dat&query=229&hit=1&index=gi%7c169632322&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzYSL.dat&query=229&hit=1&index=gi%7c169632322&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzYSL.dat&query=137&hit=2&index=gi%7c169632322&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/61601"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/169632029"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=509170"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=509170"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/18350144"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/CAO99780"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.genoscope.cns.fr/agc/mage/baumannoscope"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=509170"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/169632322?from=1&to=334"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.expasy.org/enzyme/1.3.3.3"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/169632322?from=28&to=327"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=193817"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/169632029?from=365545&to=366549"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=5986562"
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et Mascot Search Results

Protein View

Match to: RL10_ACIB3 Score: 151

50S ribosomal protein L10 OS=Acinetobacter baumannii (strain AB307-0294) GN=rplJ PE=3 SV=1
Found in search of C:\DOCUME~1\ADMINI~I1\LOCALS~1\Temp\mas5.tmp

Nominal mass (M,): 18079; Calculated pI value: 5.62

NCBI BLAST search of RL10_ACIB3 against nr

Unformatted sequence string for pasting into other applications

Taxonomy: Acinetobacter baumannii AB307-0294

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M)

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 16%

Matched peptides shown in Bold Red

1 MALLIEDKKQ IVAEVSEVAS KAFAAVVADY QGLSVEQLTT LRVEARKLGV
51 TTRIVRNTLA KRAFQGTQFD ILNDNLVGPT ILGFSTSEDD MGAAARLFEE
101 FAKTNKAFEL KAAAFDGKVY QGADVSVIAN LPNQEKALTM LASVLQAPIS
151 KLGRLITALK EKNESEAA

[ Show predicted peptides also ]
s H T e . o, . .
|~ SortPeptidesBy | @ Residue Number ' Increasing Mass [ Decreasing Mass
Start - End Observed Mr (expt) Mr (calc) Delta Miss Sequence
9 - 21 694.4112 1386.8079 1386.7718 0.0360 1 K.KQIVAEVSEVASK.A (Ions score 81)
137 - 151 772.4795 1542.9445 1541.8851 1.0595 0 K.ALTMLASVLQAPISK.L (Ions score 70)
| Error Distribution (ppm)

B e
5]
L
R
w

4 T = T T T T T T T T T T T T T T T T

1400 1450 1500

RMS error 485 Mazs (Dad
ID RL10_ACIB3 Reviewed; 168 AA.

AC B7H1KO;

DT 14-APR-2009, integrated into UniProtKB/Swiss-Prot.

DT 10-FEB-2009, sequence version 1.

DT 02-MAR-2010, entry version 10.

DE RecName: Full=50S ribosomal protein L10;

GN  Name=rplJ; OrderedLocusNames=ABBFA 003250;

0s Acinetobacter baumannii (strain AB307-0294).

oc Bacteria; Proteobacteria; Gammaproteobacteria; Pseudomonadales;

ocC Moraxellaceae; Acinetobacter.

OX NCBI_TaXID=557600;

RN [1]

RP NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].

PubMed=18931120; DOI=10.1128/JB.00834-08;

Adams M.D., Goglin K., Molyneaux N., Hujer K.M., Lavender H.,

Jamison J.J., MacDonald I.J., Martin K.M., Russo T., Campagnari A.A.,
Hujer A.M., Bonomo R.A., Gill S.R.;

"Comparative genome sequence analysis of multidrug-resistant

RT Acinetobacter baumannii.";

RL J. Bacteriol. 190:8053-8064(2008).

cc -!- SIMILARITY: Belongs to the ribosomal protein L10P family.

O mmmm e o
cc Copyrighted by the UniProt Consortium, see http://www.uniprot.org/terms
cc Distributed under the Creative Commons Attribution-NoDerivs License
O mmmm e o
DR  EMBL; CP001172; ACJ56249.1; -; Genomic_ DNA.

DR RefSeqg; YP_002327131.1; -.

DR  SMR; B7H1KO0; 1-158.

DR GeneID; 7059301; -.

DR GenomeReviews; CP001172_GR; ABBFA 003250.

DR  KEGG; abb:ABBFA 003250; -.

DR  HOGENOM; HBG597359; -.

ZEEgR
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DR
DR
DR
DR
DR
DR
DR
DR
DR
DR
DR
PE

FT
FT
50

OMA; AKANDKF; -.

ProtClustDB; PRK00099; -.

GO; GO:0005840; C:ribosome; IEA:UniProtKB-K

GO; GO:0003735; F:structural constituent of ribosome; IEA:InterPro.

GO; GO:0042254; P:ribosome biogenesis; IEA:InterPro.

GO; GO:0006412; P:translation; IEA:HAMAP.

HAMAP; MF _00362; Ribosomal L10; 1; -.

InterPro; IPR001790; Ribosomal L10.

InterPro; IPR002363; Ribosomal L10 eubac CS.

Pfam; PF00466; Ribosomal L10; 1. B

PROSITE; PS01109; RIBOSOMAL L10; 1.

3: Inferred from homology;

Complete proteome; Ribonucleoprotein; Ribosomal protein.

CHAIN 1 168 50S ribosomal protein L10.
/FTId=PRO_1000120899.

SEQUENCE 168 AA; 18090 M ; C4B9A576F0BASEA3 CRC64;

MALLIEDKKQ IVAEVSEVAS KAFAAVVADY QGLSVEQLTT LRVEARKLGV TTRIVRNTLA

KRAFQGTQFD ILNDNLVGPT ILGFSTSEDD MGAAARLFEE FAKTNKAFEL KAAAFDGKVY

QGADVSVIAN LPNQEKALTM LASVLQAPIS KLGRLITALK EKNESEAA

Page 2 of 2

Mascot[ http://www.matril §cience.com/
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{ MATRIX
SCIENCE.

Protein View

Mat ch to:
30S ri bosonal

Found i

Nom nal
NCBI

Unfornmatted sequence string for
Taxonony: Escherichia coli

Fi xed nodi ficati ons:

Var i abl

Cl eavage by Trypsin:
Sequence Cover age:

RS1_ECO67 Score: 117
protein S1 OS=Escherichia
n search of C \Tenp\mas32.tnp

mass (M): 61235; Cal cul ated pl

OL57: H/

Car bam donet hyl
e nodifications: Oxidation (M
cuts C-term side of
2%

(O

Mat ched peptides shown in Bold Red

1
51
101
151
201
251
301
351
401
451
501
551

MIESFAQLFE ESLKEI ETRP GSI VRGVWA
EQFKNAQGEL ElI QVGDEVDV ALDAVEDGFG
AYEDAETVTG VI NGKVKGGF TVELNG RAF
ELEFKVI KLD QKRNNVVWWSR RAVI ESENSA
NLTDYGAFVD LGGVDGLLH TDIVAVKRVKH
ERTRVSLGLK QLGEDPWAI AKRYPEGTKL
EGLVHVSEMD WINKNI HPSK VWNVGDVWEV
ANPVWQQFAET HNKGDRVEGK | KSI TDFAQ F
AGEEAVREYK KGDEI AAWL QVDAERERI S
GAI VTGKVTA VDAKGATVEL ADGVEGYLRA
VEAKFTGVDR KNRAI SLSVR AKDEADEKDA
FKAAKGE

Show predicted peptides also

Sort Peptides By

? Mascot Search Results

coli

val ue: 4.89

BLAST search of RS1_ECCO67 agai nst nr
pasting into other applications

KR unl ess

| DKDVWLVDA
ETLLSREKAK
LPGSLVDVRP
ERDQLLENLQ
PSEl VNVGDE
TGRVTNLTDY
MVLDI DEERR
| GLDGG DGL
L GVKQLAEDP
SEASRDRVED
| ATVNKQEDA

O157: H7 GN\FrpsA PE=3 SV=1

next

GLKSESAI PA
RHEAW TLEK
VRDTLHLEGK
EGVEVKG VK
| TVKVLKFDR
GCFVEI EEGV
Rl SLGLKQCK
VHLSDI SWRV
FNNVWAL NKK
ATL VL SVGDE
NFSNNAVAEA

® Residue Number O Increasing Mass O Decreasing Mass
http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttpIXE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/21/2007 12:07:55 AM

residue is P


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MTESFAQLFEESLKEIETRPGSIVRGVVVAIDKDVVLVDAGLKSESAIPAEQFKNAQGELEIQVGDEVDVALDAVEDGFGETLLSREKAKRHEAWITLEKAYEDAETVTGVINGKVKGGFTVELNGIRAFLPGSLVDVRPVRDTLHLEGKELEFKVIKLDQKRNNVVVSRRAVIESENSAERDQLLENLQEGMEVKGIVKNLTDYGAFVDLGGVDGLLHITDMAWKRVKHPSEIVNVGDEITVKVLKFDRERTRVSLGLKQLGEDPWVAIAKRYPEGTKLTGRVTNLTDYGCFVEIEEGVEGLVHVSEMDWTNKNIHPSKVVNVGDVVEVMVLDIDEERRRISLGLKQCKANPWQQFAETHNKGDRVEGKIKSITDFGIFIGLDGGIDGLVHLSDISWNVAGEEAVREYKKGDEIAAVVLQVDAERERISLGVKQLAEDPFNNWVALNKKGAIVTGKVTAVDAKGATVELADGVEGYLRASEASRDRVEDATLVLSVGDEVEAKFTGVDRKNRAISLSVRAKDEADEKDAIATVNKQEDANFSNNAMAEAFKAAKGE&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+RS1_ECO57+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=83334

Mascot Search Results: Protein View

Start - End observed M (expt) M (cal c) Delta M ss Sequence
1- 14 838. 3633 1674.7120 1674. 7811 -0. 0690 0 -.MIESFAQLFEESLK. E Oxidation (M (lons
score 39)
2 - 14 764. 8559 1527.6972 1527. 7457 -0. 0485 0 M TESFAQLFEESLK. E (lons score 77)
Ertaor: try zetting browser cache to automatic. Ertar: try setting brawser cache to automatic.

AC POAGK9; P02349; P77352; DT 21-JUL-1986, integrated into Uni Prot KB/ Swi ss-Prot. DT 20- DEC- 2005, sequence
version 1. DT 31-MAY-2011, entry version 39. DE RecName: Full=30S ribosomal protein Sl; GN Name=rpsA;

O der edLocusNanmes=721257, ECs0994; OS Escherichia coli Ol57:H7. OC Bacteria; Proteobacteri a;

Ganmapr ot eobact eri a; Enterobacterial es; OC Enterobacteriaceae; Escherichia. OX NCBI_Taxl D=83334; RN [1l] RP
NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=0O157: H7 / EDL933 / ATCC 700927 / EHEC, RX

MEDLI NE=21074935; PubMed=11206551; DO =10. 1038/ 35054089; RA Perna N.T., Plunkett G |11, Burland V., Mu
B., Gasner J.D., RA Rose D.J., Mayhew G F., Evans P.S., Gegor J., Kirkpatrick H A, RA Posfai G,
Hackett J., Klink S., Boutin A, Shao Y., MIller L., RA Gotbheck E J., Davis NW, LimA , Dimalanta E T.,
Pot anbusi s K., RA Apodaca J., Anantharaman T.S., Lin J., Yen G, Schwartz D.C., RA Wlch R A, Blattner F.
R ; RT "Genonme sequence of enterohaenorrhagi c Escherichia coli O157:H7."; RL Nature 409:529-533(2001). RN
[2] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=0O157: H7 / Sakai / RIND 0509952 / EHEC, RX
MEDLI NE=21156231; PubMed=11258796; DO =10. 1093/ dnares/8.1.11; RA Hayashi T., Makino K., Ohnishi M,
Kurokawa K., Ishii K, Yokoyama K., RA Han C. -G, Ontsubo E., Nakayama K., Murata T., Tanaka M, Tobe T.,
RA lida T., Takam H., Honda T., Sasakawa C., Ogasawara N., Yasunaga T., RA Kuhara S., Shiba T., Hattori
M, Shinagawa H.; RT "Conpl ete genone sequence of enterohenorrhagic Escherichia coli RT OL57: H7 and

genom c conparison with a laboratory strain K-12."; RL DNA Res. 8:11-22(2001). CC -!- FUNCTION:. Binds
MRNA; thus facilitating recognition of the CCinitiation point. It is needed to translate nRNA with a
short CC Shi ne-Dal garno (SD) purine-rich sequence (By simlarity). CC-!- SUBUNIT: Part of the 30S

ri bosomal subunit. Sone nascent CC pol ypeptide chains are able to cross-link to this protein in situ. CC
Can be cross-linked to mMRNA in the ribosone (By simlarity). CC-!- PTM Phosphoryl ated; probably on a
serine (By simlarity). CC-!- SIMLARITY: Belongs to the ribosonmal protein S1P famly. CC -!- SIMLARITY:
Contains 6 S1 nmotif domai NS. CC - - - - - - - mm oo oo o oo oo oo o oo CcC

Copyrighted by the Uni Prot Consortium see http://ww.uniprot.org/ternms CC Distributed under the Creative
Comrons Attribution-NoDerivs License CC

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttpIXE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 3)8/21/2007 12:07:55 AM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEwL.dat&query=350&hit=1&index=RS1_ECO57&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEwL.dat&query=350&hit=1&index=RS1_ECO57&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxEwL.dat&query=319&hit=1&index=RS1_ECO57&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
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----------------------------------------------------------------------- DR EMBL; AE005174; AAGE5396.1; -;

Genomi c_DNA. DR EMBL; BA0O00007; BAB34417.1; -; Genonmic_DNA DR PIR, B90753; B90753. DR PIR HB85616;
H85616. DR Ref Seq; NP_286786. 1; NC 002655.2. DR Ref Seq; NP_309021.1; NC 002695.1. DR Protei nMdel Portal;
POAG69; -. DR SMR; POAG69; 16-89, 103-180, 184-262, 270-350, 360-521. DR PRI DE; POAG9; -. DR

Ensenbl Bact eri a; EBESCT00000026434; EBESCP00000025327; EBESCE0000025487. DR Ensenbl Bacteri a;
EBESCT00000056562; EBESCP00000054390; EBESCX00000055610. DR Genel D, 917736; -. DR Genel D; 958873; -. DR
CGenoneRevi ews; AE005174 GR;, Z1257. DR GenoneRevi ews; BA000007_GR; ECs0994. DR KEGG ece: Z1257; -. DR KEGG
ecs: ECs0994; -. DR CGeneTree; EBGI00050000010054; -. DR HOGENOM HBG35192; -. DR OVA; SI TDYGA;, -. DR
Prot G ust DB; PRK06299; -. DR Bi oCyc; ECOL83334: ECS0994- MONOVER, -. DR GO GO 0005840; C.ribosone; |EA:

Uni Prot KB-KW DR GO GO 0003723; F: RNA bindi ng; |EA Uni ProtKB-KW DR GO GO 0003735; F:structural
constituent of ribosonme; IEA InterPro. DR GO, GO 0006412; P:translation; IEA InterPro. DR InterPro;

| PR0O12340; NA-bd OB-fold. DR InterPro; |1PR016027; NA-bd OB-fold-like. DR InterPro; |PR018032; Rbsni -

S1 synth _nod. DR InterPro; |PR003029; Rosm prot S1 RNA-bd dom DR InterPro; |PR000110; Ri bosormal S1. DR
InterPro; |1 PR022967; RNA-bi ndi ng_donmai n_S1. DR Gene3D;, G3DSA: 2. 40.50. 140; OB _NA bd_sub; 6. DR Pfam
PFO0575; S1; 6. DR PRINTS; PRO0681; RI BOSOVALS1. DR SMART; SMD0316; S1; 6. DR SUPFAM SSF50249;

Nucl ei c_acid_OB; 6. DR TI GRFAMs; TIGRO0717; RpsA; 1. DR PROSITE, PS50126; Sl1; 6. PE 3: Inferred from
honol ogy; KW Acetyl ati on; Conpl ete proteone; Phosphoprotein; Repeat; KW Ri bonucl eoprotein; Ri bosonal
protein; RNA-binding. FT CHAIN 1 557 30S ri bosonal protein S1. FT /FTId=PRO _0000196034. FT DOVAIN 21 87 S1
notif 1. FT DOVAIN 105 171 S1 notif 2. FT DOVAIN 192 260 S1 notif 3. FT DOVAIN 277 347 S1 notif 4. FT
DOVAI N 364 434 S1 notif 5. FT DOVAIN 451 520 S1 notif 6. FT MOD_RES 229 229 N6-acetyllysine (By
simlarity). FT MOD _RES 279 279 N6-acetyllysine (By simlarity). FT MOD_RES 363 363 N6-acetyllysine (By
simlarity). SQ SEQUENCE 557 AA; 61158 MW OABCDEB9E510C267 CRC64; MIESFAQLFE ESLKEI ETRP GSI VRGVWA

| DKDVWLVDA GLKSESAI PA EQFKNAQGEL ElI QVGDEVDV ALDAVEDGFG ETLLSREKAK RHEAW TLEK AYEDAETVTG VI NGKVKGGF
TVELNG RAF LPGSLVDVRP VRDTLHLEGK ELEFKVI KLD QKRNNVVVSR RAVI ESENSA ERDQLLENLQ EGVEVKG VK NLTDYGAFVD
LGGVDGA.LH TDMAWKRVKH PSEI VNVGDE | TVKVLKFDR ERTRVSLGLK QLGEDPW/AI AKRYPEGTKL TGRVTNLTDY GCFVEI EEGY
EGLVHVSEMD WINKNI HPSK VWNVGDVWVEV MVLDI DEERR RI SLGLKQCK ANPWQOFAET HNKGDRVEXK | KSI TDFG F | GLDGAE DG

VHLSDI SWNV AGEEAVREYK KGDEI AAVWL QVDAERERI S LGVKQLAEDP FNNWALNKK GAlI VTGKVTA VDAKGATVEL ADGVEGYLRA
SEASRDRVED ATLVLSVGDE VEAKFTGVDR KNRAI SLSVR AKDEADEKDA | ATVNKQEDA NFSNNAMAEA FKAAKGE

Mascot: http://www.matrixscience.com/
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MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: EFTU_ACI BT Score: 138
El ongati on factor Tu OS=Aci net obacter baumannii (strain ATCC 17978 / NCDC KC 755) G\=tufl PE=3 SV=2

Found i

Nom nal

n search of C:\Tenp\nmas4.tnp

mass (M): 43150; Cal cul ated pl value: 5.21

NCBI BLAST search of EFTU _ACI BT agai nst nr

Unf ormatt ed sequence string for

Taxonony: Aci net obacter baunmannii ATCC 17978

Fi xed nodi fications: Carbam donethyl (C

Var i abl

e nodifications: Oxidation (M

pasting into other applications

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 11%

Mat ched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MAKAKFERNK PHVNVGTI GH VDHGKTTLTA Al ATI CAKTY GGEAKDYSQ
DSAPEEKARG | TI NTSHVEY DSPTRHYAHV DCPGHADYVK NM TGAAQVD
GAl LVCAATD GPVPQTREHI LLSRQVGVPY | | VFLNKCDL VDDEELLELV
EMEVRELLST YDFPGDDTPV | RGSALAALN GEAGPYCGEES VLALVAALDS
Yl PEPERAI D KAFLMPI EDV FSI SGRGTW TGRVEAG | K VGEEVEI VE
KDTVKTTVTG VEMFRKLLDE GRAGENCAG L LRGTKREEVQ RGQVLAKPGT
| KPHTKFDAE VYVLSKEEGG RHTPFLNGYR PQFYFRTTDV TGAI QLKEGV
EMVMPCDNVE MSVELI HPI A MDPGLRFAI R EGGRTVGAGY VAKVTA

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start
26

- End observed M (expt) M (cal c) Delta
- 38 667.8793 1333.7440 1333.7275 0. 0165

M ss Sequence
0 K TTLTAAIATICAK. T

(lLons score 55)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpliat...& _sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/20/2007 11:52:09 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MAKAKFERNKPHVNVGTIGHVDHGKTTLTAAIATICAKTYGGEAKDYSQIDSAPEEKARGITINTSHVEYDSPTRHYAHVDCPGHADYVKNMITGAAQMDGAILVCAATDGPMPQTREHILLSRQVGVPYIIVFLNKCDLVDDEELLELVEMEVRELLSTYDFPGDDTPVIRGSALAALNGEAGPYGEESVLALVAALDSYIPEPERAIDKAFLMPIEDVFSISGRGTVVTGRVEAGIIKVGEEVEIVGIKDTVKTTVTGVEMFRKLLDEGRAGENCGILLRGTKREEVQRGQVLAKPGTIKPHTKFDAEVYVLSKEEGGRHTPFLNGYRPQFYFRTTDVTGAIQLKEGVEMVMPGDNVEMSVELIHPIAMDPGLRFAIREGGRTVGAGVVAKVTA&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+EFTU_ACIBT+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=400667
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=322&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

156 - 172 969. 4954 1936.9762 1936.9418 0. 0343 0 R ELLSTYDFPGDDTPVIR G (lons score 22)

156 - 172 969. 9799 1937.9452 1936.9418 1. 0033 0 R ELLSTYDFPGDDTPVIR G (lons score 33)

156 - 172 970. 0003 1937.9860 1936.9418 1.0442 0 R ELLSTYDFPGDDTPVIR G (lons score 37)

212 - 226 841.4379 1680.8612 1680. 8545 0. 0066 0 K AFLMPI EDVFSI SGR. G (lons score 28)

212 - 226 849. 4418 1696. 8690 1696. 8494 0. 0196 0 K. AFLMPI EDVFSI SGR. G Oxidation (M (lons
score 48)

Errar: try setting browser cache to automatic. Errar: try setting browser cache to automatic.

AC A3MLF6; DT 20- MAY-2008, integrated into Uni Prot KB/ Sw ss-Prot. DT 20- MAY-2008, sequence version 2. DI 31-
MAY- 2011, entry version 36. DE RecNane: Full =El ongation factor Tu; DE Short=EF-Tu; GN Name=t uf 1,

Or der edLocusNanmes=A1S 0279; GN and GN Name=t uf 2; O der edLocusNanmes=A1lS 0869; OS Aci netobacter baumanni
(strain ATCC 17978 / NCDC KC 755). OC Bacteria; Proteobacteria; Ganmmaproteobacteria; Pseudononadal es; OC
Mor axel | aceae; Aci netobacter; OC Aci net obacter cal coaceticus/ baumannii conpl ex. OX NCBI _Tax| D=400667; RN
[ 1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=ATCC 17978 / NCDC KC 755; RX
PubMed=17344419; DA =10.1101/gad. 1510307; RA Smith MG, Ganoulis T.A , Pukatzki S., Mekal anos J.J.
Onston L.N., RA Gerstein M, Snyder M; RT "New insights into Aci netobacter baumannii pathogenesis
reveal ed by RT high-density pyrosequenci ng and transposon nutagenesis."; RL Genes Dev. 21:601-614(2007).
CC -!I'- FUNCTION: This protein pronotes the GIP-dependent binding of CC am noacyl-tRNA to the A-site of

ri bosones during protein CC biosynthesis (By simlarity). CC-!- SUBUNIT: Mnoner (By simlarity). CC -!-
SUBCELLULAR LOCATI ON: Cytoplasm (By simlarity). CC-!- SIMLARTY: Belongs to the GIP-binding el ongation
factor famly. CC EF-Tu/ EF-1A subfam|ly. CC -!- SEQUENCE CAUTI ON. CC Sequence=ABO11301. 2;

Type=M scel | aneous di screpancy; Note=This prediction is not full-length and may not be functional; CC
----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-

NODeri VS Li CENSE CC - - - - oo o oo m o oo oo o m oo oo o o o oo o o e e o b oo DR EMBL
CP000521; ABO10750.2; -; Genom c_DNA. DR EMBL; CP000521; ABO11301.2; ALT_SEQ GCenom c_DNA. DR Ref Seq;
YP_001083352. 2; NC _009085.1. DR RefSeq; YP_001083903.2; NC 009085.1. DR Proteinhdel Portal; A3MLF6; -. DR
SMR; A3MLF6; 5-394. DR STRING A3MLF6; -. DR Genel D; 4917140; -. DR Genel D; 4919042; -. DR GenoneRevi ews;
CP000521 GR;, Al1S 0279. DR CGenoneRevi ews; CP000521 GR; AlS 0869. DR KEGG ach: A1S 0279; -. DR KEGG acb
AlS 0869; -. DR eggNOG COE0050; -. DR HOGENOM HBG307581; -. DR GO GO 0005737; C:.cytoplasm |EA:

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpliat...& _sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 3)8/20/2007 11:52:09 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=451&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=453&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=455&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=412&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=416&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiatS.dat&query=416&hit=1&index=EFTU_ACIBT&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

Uni Prot KB- SubCel I . DR GO GO 0005525; F: GIP bi ndi ng; | EA: Uni Prot KB-KW DR GO, GO 0003924; F: GIPase
activity; IEA InterPro. DR GO GO 0003746; F:translation elongation factor activity; |EA: Uni Prot KB-KW DR
HAMAP; MF_00118 B; EF_Tu B; 1; -. DR InterPro; |PR000795; ProtSyn_GIP-bd. DR InterPro; |PR005225;

Smal | _GTP-bd_dom DR InterPro; |1PR009001; Transl _elong EF1A/Init_IF2_C. DR InterPro; |PR0O04161;

Transl _el ong_EFTu/ EF1A 2. DR InterPro; |PR004541; Transl el ong_EFTu/ EF1A bac/org. DR InterPro; |1PR004160;
Transl _el ong_EFTu/ EF1A C. DR InterPro; |PRO09000; Transl_elong_init/rib_B-barrel. DR PANTHER PTHR23115:
SF31; Transl _el ong_EFTu/ EF1A bac/org; 1. DR Pfam PF00009; GIP_EFTU, 1. DR Pfam PF03144; GIP_EFTU D2; 1.
DR Pfam PF03143; GIP_EFTU D3; 1. DR PRINTS; PRO0315; ELONGATNFCT. DR SUPFAM SSF50465; Elong_init_C, 1.
DR SUPFAM SSF50447; Translat _factor; 1. DR TlI GRFAMs; TI GR00485; EF-Tu; 1. DR Tl GRFAMs; TI GR0O0231;

Smal | _GITP; 1. DR PROSI TE; PS00301; EFACTOR _GIP; 1. PE 3: Inferred from honol ogy; KW Conpl ete proteoneg;
Cytopl asm El ongation factor; GIP-binding; KW Nucl eoti de-binding; Protein biosynthesis. FT CHAIN 1 396

El ongation factor Tu. FT /FTId=PRO_0000337301. FT NP_BIND 19 26 GIP (By simlarity). FT NP_BIND 81 85 GIP
(By simlarity). FT NP_BIND 136 139 GIP (By simlarity). SQ SEQUENCE 396 AA; 42892 MN 56B9D9300174DF8A
CRC64; MAKAKFERNK PHVNVGTI GH VDHGKTTLTA Al ATI CAKTY GGEAKDYSQ DSAPEEKARG | TI NTSHVEY DSPTRHYAHV DCPGHADYVK
NM TGAAQVD GAI LVCAATD GPMPQTREHI LLSRQVGVPY | | VFLNKCDL VDDEELLELV EMEVRELLST YDFPGDDTPV | RGSALAALN
GEAGPYCEES VLALVAALDS Yl PEPERAI D KAFLMPI EDV FSI SGRGTVW TGRVEAJ | K VGEEVEI V@ KDTVKTTVTG VEMFRKLLDE
GRAGENCG L LRGTKREEVQ RGQVLAKPGT | KPHTKFDAE VYVLSKEEGG RHTPFLNGYR PQFYFRTTDV TGAI QLKEGY EMVMPGDNVE

MSVELI HPI A MDPGLRFAI R EGCRTVGAGY VAKVTA

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpliat...& _sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (3 of 3)8/20/2007 11:52:09 PM


http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: EFTU ACI AD Score: 162

El ongation factor Tu OS=Aci net obacter sp.

Found i

Nom nal

n search of C:\Tenp\mas4C. tnp

mass (M): 43213; Cal cul ated pl value: 5.20

NCBI BLAST search of EFTU ACI AD agai nst nr

Unf ormatt ed sequence string for

Taxonony: Aci net obacter sp. ADP1

Fi xed nodi fications: Carbam donethyl (C

Var i abl

e nodifications: Oxidation (M

(strain ADPl1l) GN=tufl PE=3 Sv=1

pasting into other applications

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 8%

Mat ched peptides shown in Bold Red

1
51
101
151
201
251
301
351

MAKAKFERNK PHVNVGTI GH VDHGKTTLTA Al ATI CAKTY GGEAKDYSQ
DSAPEEKARG | TI NTSHVEY DSPI RHYAHV DCPGHADYVK NM TGAAQVD
GAl LVCAATD GPVPQTREHI LLSRQVGVPY | VWFLNKCDL VDDEELLELV
EMEVRELLST YDFPGDDTPV | RGSALKALE GDAGQYCGESS VLALVEALDT
Yl PEPERAI D KAFLMPI EDV FSI SGRGTW TGRVEAG VK VGESVEI VGE
ROTQTTTVTG VEMFRKLLDE GRAGENCGVL LRGIKREDVQ RGQVLAKPGT
| KPHTKFDAE VYVLSKEEGG RHTPFLNGYR PQFYFRTTDV TGAI QLKEGV
EMVMPCDNVE MSVELI HPI A MDPGLRFAI R EGGRTVGAGY VAKVTA

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start
156

- End observed M (expt) M (cal c) Delta
- 172 969. 4194 1936.8243 1936.9418 -0.1176

M ss Sequence
0 R ELLSTYDFPGDDTPVIR G (lons score 91)

http://www.matrixscience.com/cgi/protein_view.pl Xile=../data/20110407/Fttpl za..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/21/2007 12:04:05 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MAKAKFERNKPHVNVGTIGHVDHGKTTLTAAIATICAKTYGGEAKDYSQIDSAPEEKARGITINTSHVEYDSPIRHYAHVDCPGHADYVKNMITGAAQMDGAILVCAATDGPMPQTREHILLSRQVGVPYIVVFLNKCDLVDDEELLELVEMEVRELLSTYDFPGDDTPVIRGSALKALEGDAGQYGESSVLALVEALDTYIPEPERAIDKAFLMPIEDVFSISGRGTVVTGRVEAGIVKVGESVEIVGIRDTQTTTVTGVEMFRKLLDEGRAGENCGVLLRGTKREDVQRGQVLAKPGTIKPHTKFDAEVYVLSKEEGGRHTPFLNGYRPQFYFRTTDVTGAIQLKEGVEMVMPGDNVEMSVELIHPIAMDPGLRFAIREGGRTVGAGVVAKVTA&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+EFTU_ACIAD+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=62977
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzane.dat&query=198&hit=1&index=EFTU_ACIAD&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

212 - 226 841. 3946 1680. 7747 1680. 8545 -0.0799 0 K. AFLMPI EDVFSI SGR. G (lons score 70)

212 - 226 849. 3956 1696. 7766 1696. 8494 -0.0728 0 K AFLMPI EDVFSI SGR. G Oxidation (M (lons
score 63)

Error: try zetting browser cache to automatic. Errar: try zetting browszer cache to automatic.

AC QBFF97; (BFDS5; DT 20- MAY-2008, integrated into Uni Prot KB/ Swi ss-Prot. DT 19-JUL-2004, sequence version
1. DT 31- MAY-2011, entry version 55. DE RecNane: Full =Elongation factor Tu; DE Al tNanme: Full=EF-Tu 1; GN
Nanme=t uf 1; Synonyns=t uf B; O der edLocusNanes=AClI AD0299; GN and GN Nane=t uf 2; Synonyns=t uf A;

Or der edLocusNanmes=AClI AD0885; OS Aci netobacter sp. (strain ADPl). OC Bacteria; Proteobacteria;

Gammapr ot eobacteri a; Pseudononadal es; OC Moraxel | aceae; Aci netobacter. OX NCBI _Taxl D=62977; RN [1] RP
NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=ADP1; RX PubMed=15514110; DA =10. 1093/ nar/ gkh910;
RA Barbe V., Vallenet D., Fonknechten N., Kreineyer A, Oztas S., RA Labarre L., Cruveiller S., Robert C ,
Duprat S., Wncker P., RA Ornston L.N., Wissenbach J., Marliere P., Cohen G N, Medigue C ; RT "Unique
features reveal ed by the genone sequence of Acinetobacter sp. RT ADP1, a versatile and naturally
transformati on conpetent bacterium?™; RL Nucleic Acids Res. 32:5766-5779(2004). CC -!- FUNCTION: This
protein pronotes the GIP-dependent binding of CC am noacyl-tRNA to the A-site of ribosones during protein
CC bi osynthesis (By simlarity). CC-!- SUBUNIT: Mnoner (By simlarity). CC -!- SUBCELLULAR LOCATI ON:
Cytoplasm (By simlarity). CC-!'- SIMLARITY: Belongs to the GIP-binding elongation factor famly. CC EF-
Tu/ EF- 1A subfam ly. CC -!- SEQUENCE CAUTI ON: CC Sequence=CAG7783.1; Type=Erroneous initiation; CC
----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-

NODEri VS Li CENSE Ol - - - - o oo o oo oo oo o o o o o o o oo DR EMBL;
CR543861; CAG67260.1; -; Genom c_DNA. DR EMBL; CR543861; CAGG7783.1; ALT_INT; Genom c_DNA. DR Ref Seq;
YP_045082. 1; NC _005966.1. DR Ref Seq; YP_045605.2; NC 005966.1. DR HSSP; POA6N1; 2BVN. DR

Pr ot ei nMbdel Portal ; Q6FF97; -. DR SMR, (BFF97; 5-394. DR STRING @GFF97; -. DR Genel D, 2880795; -. DR
Cenel D; 2880796; -. DR GenoneReviews; CR543861 GR;, ACI AD0299. DR CGenoneRevi ews; CR543861 GR, ACI AD0885. DR
KEGG aci: ACl AD0299; -. DR KEGG aci: ACl AD0885; -. DR eggNOG CO®X050; -. DR HOGENOM HBG307581; -. DR
Phyl omeDB; Q6FF97; -. DR Bi oCyc; ASP62977:. ACl AD0299- MONOMER; -. DR GO, GO 0005737; C.cytoplasm |EA

Uni Prot KB- SubCel | . DR GO GO 0005525; F: GIP bindi ng; |EA: Uni ProtKB-KW DR GO GO 0003924; F: GIPase
activity; IEA InterPro. DR GO GO 0003746; F:translation elongation factor activity; |EA: Uni Prot KB-KW DR
HAMAP; MF_00118 B; EF_Tu_B; 1; -. DR InterPro; |1PR000795; ProtSyn_GIP-bd. DR InterPro; |PR005225;

http://www.matrixscience.com/cgi/protein_view.pl Xile=../data/20110407/Fttpl za..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 3)8/21/2007 12:04:05 AM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzane.dat&query=183&hit=1&index=EFTU_ACIAD&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzane.dat&query=185&hit=1&index=EFTU_ACIAD&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzane.dat&query=185&hit=1&index=EFTU_ACIAD&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

Smal | _GIP-bd_dom DR InterPro; |1PR0O09001; Transl _elong EF1A/Init_IF2_C. DR InterPro; |PR004161,

Transl el ong EFTu/ EF1A 2. DR InterPro; |PR004541; Transl el ong_EFTu/ EF1A bac/org. DR InterPro; |1PR004160;
Transl _el ong_EFTu/ EF1A C. DR InterPro; |PR0O09000; Transl_elong_init/rib_B-barrel. DR PANTHER, PTHR23115:
SF31; Transl _el ong_EFTu/ EF1A bac/org; 1. DR Pfam PF00009; GIP_EFTU, 1. DR Pfam PF03144; GIP_EFTU D2; 1.
DR Pfam PF03143; GIP_EFTU D3; 1. DR PRINTS; PRO0315; ELONGATNFCT. DR SUPFAM SSF50465; Elong_init_C, 1.
DR SUPFAM SSF50447; Translat factor; 1. DR TlI GRFAMs; TI GR00485; EF-Tu; 1. DR TI GRFAMs; TI GR00231;

Smal | _GTP; 1. DR PRCSI TE; PS00301; EFACTOR GTP; 1. PE 3: Inferred from honol ogy; KW Conpl ete proteone;
Cytopl asm El ongation factor; GIP-binding; KW Nucl eotide-binding; Protein biosynthesis. FT CHAIN 1 396

El ongation factor Tu. FT /FTId=PRO _0000337302. FT NP_BIND 19 26 GIP (By simlarity). FT NP_BIND 81 85 GIP
(By simlarity). FT NP_BIND 136 139 GIP (By simlarity). SQ SEQUENCE 396 AA; 42955 MWN 51C4442B84266E7B
CRC64; MAKAKFERNK PHVNVGTI GH VDHGKTTLTA Al ATI CAKTY GGEAKDYSQ DSAPEEKARG | TI NTSHVEY DSPI RHYAHV DCPGHADYVK
NM TGAAQWD GAI LVCAATD GPMPQTREHI LLSRQVGVPY | VWFLNKCDL VDDEELLELV EMEVRELLST YDFPGDDTPV | RGSALKALE
GDAGQYGESS VLALVEALDT Yl PEPERAI D KAFLMPI EDV FSI SGRGTVW TGRVEAG VK VGESVEI V@ RDTQITTVTG VEMFRKLLDE
GRAGENCGVL LRGTKREDVQ RGQVLAKPGT | KPHTKFDAE VYVLSKEEGG RHTPFLNGYR PQFYFRTTDV TGAI QLKEGY EMVMPGDNVE

MSVELI HPI A MDPGLRFAI R EGCRTVGAGVY VAKVTA

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl Xile=../data/20110407/Fttpl za..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (3 of 3)8/21/2007 12:04:05 AM


http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Mat ch to: RPQOA _ACI BC Score: 199
DNA- di rect ed RNA pol ynerase subunit al pha OS=Aci net obacter baumannii (strain ACI CU) G\=r poA PE=3 Sv=1
Found in search of C \Tenp\nmas54.tnp

Nom nal mass (M): 37295; Cal cul ated pl value: 5.10

NCBI BLAST search of RPOA _ACI BC agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunannii ACI CU

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 14%

Mat ched peptides shown in Bold Red

1 MIRTANEFLT PQAI KVEAVS GISAKVI LEP LERG-GHTLG NALRRI LLSS
51 LPGAAWEVE | EGVEHEYST LEGLQQDI VE LLLNLKG.SI KLFDONEAYL
101 TLEKQGPGDI TAADLRLPHN VEVWWNPEHLI GILSATGSLK MRLKVSQGRG
151 YETSDSRFPE GETRPVGRLQ LDASYSPI KR VSYTVENARV EQRTDLDKLV
201 | DLETNGIVD PEEAI RKAAT | LQQQ Al FV DLQKDQTPVA QEPREEVDPI
251 LLRPVDDLEL TVRSANCLKA ENI YYI GDLV QRTEVELLKT PNLGKKSLTE
301 | KDVLASKG. QLGVRLENWP PASLRVDDRF AYRSR

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
34 - 44 571.8351 1141.6557 1141.5992 0. 0565 0 R GFGHTLGNALR. R (lons score 37)
92 - 104 792. 4306 1582.8466 1582.7879 0. 0587 0 K LFDONEAYLTLEK. Q (lons score 42)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (1 of 3)8/21/2007 12:09:40 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MTRTANEFLTPQAIKVEAVSGTSAKVILEPLERGFGHTLGNALRRILLSSLPGAAVVEVEIEGVEHEYSTLEGLQQDIVELLLNLKGLSIKLFDQNEAYLTLEKQGPGDITAADLRLPHNVEVVNPEHLIGTLSATGSLKMRLKVSQGRGYETSDSRFPEGETRPVGRLQLDASYSPIKRVSYTVENARVEQRTDLDKLVIDLETNGTVDPEEAIRKAATILQQQIAIFVDLQKDQTPVAQEPREEVDPILLRPVDDLELTVRSANCLKAENIYYIGDLVQRTEVELLKTPNLGKKSLTEIKDVLASKGLQLGMRLENWPPASLRMDDRFAYRSR&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+RPOA_ACIBC+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=405416
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzuTe.dat&query=53&hit=3&index=RPOA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzuTe.dat&query=156&hit=1&index=RPOA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

169 - 180 695. 9186 1389.8227 1389.7616 0. 0611 1 R LQLDASYSPIKR. V (lons score 79)
270 - 282 777.4343 1552.8541 1552. 7885 0. 0655 0 K AENI YYI GDLVQR. T (lons score 41)
Ertor: try zetting browser cache to automatic. Ertar: try setting broawser cache to automatic.

AC B2Hz83; DT 24- MAR- 2009, integrated into Uni Prot KB/ Swi ss-Prot. DT 10-JUN- 2008, sequence version 1. DI 27-
JUL- 2011, entry version 21. DE RecNane: Full =DNA-directed RNA pol ymerase subunit al pha; DE Short=RNAP
subunit al pha; DE EC=2.7.7.6; DE Al tName: Full=RNA pol ynerase subunit al pha; DE Al t Nane:

Ful | =Transcri ptase subunit al pha; GN Name=r poA; O der edLocusNames=AClI CU 03253; OS Aci netobact er baunmanni i
(strain ACICU). OC Bacteria; Proteobacteria; Gamraproteobacteria; Pseudononadal es; OC Moraxel | aceae;

Aci net obacter; OC Aci netobacter cal coaceti cus/baumannii conplex. OX NCBI _Taxl D=405416; RN [1] RP

NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=ACI CU; RX PubMed=18411315; DA =10.1128/ AAC. 01643-
07; RAlacono M, Villa L., Fortini D., Bordoni R, Inperi F., Bonnal R J., RA Sicheritz-Ponten T., De
Bellis G, Visca P., Cassone A, Carattoli A ; RT "Wole-genone pyrosequencing of an epidem c nultidrug-

resi stant RT Aci netobacter baumannii strain belonging to the European clone Il RT group.”; RL Antim crob.
Agent s Chenot her. 52:2616-2625(2008). CC -!- FUNCTI ON: DNA-dependent RNA pol ynerase catal yzes the
transcription CC of DNA into RNA using the four ribonucl eoside triphosphates as CC substrates (By
simlarity). CC -!- CATALYTIC ACTIVITY: Nucl eoside triphosphate + RNA(n) = di phosphate CC + RNA(n+l1). CC

-1- SUBUNI T: Honodi mer. The RNAP catal ytic core consists of 2 alpha, 1 CC beta, 1 beta' and 1 onega
subunit. When a signa factor is CC associated with the core the hol oenzyme is forned, which can CC

initiate transcription (By simlarity). CC-!1- DOVAIN. The N-term nal domain is essential for RNAP
assenbly and CC basal transcription, whereas the C-termnal domain is involved in CCinteraction with
transcriptional regulators and with upstream CC pronoter elenents (By simlarity). CC-!- SIMLARITY:

Bel ongs to the RNA pol ynerase al pha chain famly. CC

----------------------------------------------------------------------- CC Copyrighted by the Uni Prot
Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-

NODEri VS Li CENSE CC - - - - mm s s m s s s o o s o oo m o o f o e o o i o o oo o e e m e aaa - DR EMBL;
CP000863; ACC58565.1; -; Genomic_DNA. DR RefSeq; YP_001847912.1; NC 010611.1. DR Protei nModel Portal;
B2HzZ83; -. DR SMR;, B2HzZ83; 1-233, 248-324. DR STRING B2HzZ83; -. DR CGenel D; 6235189; -. DR GenoneRevi ews;
CP000863 GR; ACI CU 03253. DR KEGG abc: ACI CU 03253; -. DR HOGENOM HB&30844; -. DR OVA; FGITLGN;, -. DR
Prot Cl ust DB; PRKO05182; -. DR GO, GO 0003677; F:DNA binding; IEA InterPro. DR GO, GO 0003899; F: DNA-

directed RNA polynerase activity; |EA Uni ProtKB-KW DR GO, GO 0046983; F:.protein dinerization activity;

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (2 of 3)8/21/2007 12:09:40 AM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzuTe.dat&query=126&hit=1&index=RPOA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzuTe.dat&query=152&hit=1&index=RPOA_ACIBC&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

| EA: I nterPro. DR HAMAP; M-_00059; RNApol _bact_RpoA;, 1; -. DR InterPro; |PR011261; DNA-

dir _RNA pol _dinersation. DR InterPro; |PR011262; DNA-dir_RNA pol _insert. DR InterPro; |1PR009025; DNA-

dir _RNA pol RBP11l-like. DR InterPro; |PR011263; DNA-dir_RNA pol RpoA/ D Rpb3. DR InterPro; |PR011260;
RNAP_asu_C. DR InterPro; 1PRO11773; RpoA. DR CGene3D; G3DSA: 2.170.120.12; RNAP_insert; 1. DR Pfam PF01000;
RNA pol _A bac; 1. DR Pfam PF03118; RNA pol A CTD; 1. DR Pfam PF01193; RNA pol _L; 1. DR ProDom PD001179;
RNAP_asu_C; 1. DR SMART; SMD0662; RPCOLD;, 1. DR SUPFAM SSF47789; RNAP_al pha_C, 1. DR SUPFAM SSF56553;
RNAP_i nsert; 1. DR SUPFAM SSF55257; RNAP_RBP11-1ike; 1. DR Tl GRFAMs; Tl GR02027; RpoA; 1. PE 3: Inferred
from honol ogy; KW Conpl ete proteone; DNA-directed RNA pol ynerase; KW Nucl eoti dyl transferase;

Transcription; Transferase. FT CHAIN 1 335 DNA-directed RNA pol ynerase subunit FT al pha. FT /

FTI d=PRO_1000091918. FT REG ON 1 233 Al pha N-term nal domain (al pha-NTD) (By FT simlarity). FT REG ON 247
335 Alpha C-termnal domain (al pha-CID) (By FT simlarity). SQ SEQUENCE 335 AA; 37260 MWN 070997D8F74DB3888
CRC64; MIRTANEFLT PQAI KVEAVS GTSAKVI LEP LERGFGHTLG NALRRI LLSS LPGAAVVEVE | EGVEHEYST LEGLQQDI VE LLLNLKG.SI
KLFDOQNEAYL TLEKQGPGDI TAADLRLPHN VEVVNPEHLI GILSATGSLK MRLKVSQGRG YETSDSRFPE GETRPVGRLQ LDASYSPI KR
VSYTVENARV EQRTDLDKLV | DLETNGTVD PEEAI RKAAT | LQQQ Al FV DLQKDQTPVA QEPREEVDPI LLRPVDDLEL TVRSANCLKA

ENI YYI GDLV QRTEVELLKT PNLGKKSLTE | KDVLASKGL QLGVRLENWP PASLRVDDRF AYRSR

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (3 of 3)8/21/2007 12:09:40 AM


http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: CH60_ACI B3 Score: 191
60 kDa chaperoni n OS=Aci net obacter baumannii (strain AB307-0294) GN=groL PE=3 Sv=1
Found in search of C \Tenp\nmas51.tnp

Nom nal mass (M): 57245; Cal cul ated pl value: 4.92

NCBI BLAST search of CH60_ACI B3 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baumannii AB307-0294

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 11%

Mat ched peptides shown in Bold Red

1 MBAKDVKFGD SARSKM AGV NVLADAVKVT LGPKGRNWI DRSFGAPHI T
51 KDGVTVAKElI SLKDKFENMG AQLVREVSSK TNDI AGDGTT TATVLAQAI L
101 NEG KSVTAG MNPMDLKRG DI AVKTVWVEN | RSI AKPADD FKAI EQVGSI
151 SANSDTTVCK LI AQAMEKVG KEGVI TVEEG SG-EDALDVV EGVIQFDRGYI
201 SPYFANKQDT LTAELENPFI LLVDKKI SNI RELI SVLEAV AKTGKPLLI |
251 AEDVEGEALA TLVWNNVRG | KVCAVKAPG FGDRRKAMLQ DI Al LTGATV
301 | SEEVGVSLE QATLQDLGTA HKI TVSKENT VI VDGAGDAA Al AERVQQ R
351 AQ EESTSEY DREKLQERVA KLAGGVAVI K | GAATEVEMK EKKDRVDDAL
401 HATRAAVEEG WAGGGVALV RAVNALEGLK GANEDQTAG NI LRRAI EAP
451 LRQ VANAGD EPSWVI NAVK NGEGNFGYNA ATGEYGDMLE M4 LDPAKVT
501 RSALEHAASV AGLMLTTECM | TDI PEDKPA APDMGGMGEGM GGW

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/21/2007 12:12:16 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MSAKDVKFGDSARSKMIAGVNVLADAVKVTLGPKGRNVVIDRSFGAPHITKDGVTVAKEISLKDKFENMGAQLVREVSSKTNDIAGDGTTTATVLAQAILNEGIKSVTAGMNPMDLKRGIDIAVKTVVENIRSIAKPADDFKAIEQVGSISANSDTTVGKLIAQAMEKVGKEGVITVEEGSGFEDALDVVEGMQFDRGYISPYFANKQDTLTAELENPFILLVDKKISNIRELISVLEAVAKTGKPLLIIAEDVEGEALATLVVNNMRGIIKVCAVKAPGFGDRRKAMLQDIAILTGATVISEEVGMSLEQATLQDLGTAHKITVSKENTVIVDGAGDAAAIAERVQQIRAQIEESTSEYDREKLQERVAKLAGGVAVIKIGAATEVEMKEKKDRVDDALHATRAAVEEGVVAGGGVALVRAVNALEGLKGANEDQTAGINILRRAIEAPLRQIVANAGDEPSVVINAVKNGEGNFGYNAATGEYGDMLEMGILDPAKVTRSALEHAASVAGLMLTTECMITDIPEDKPAAPDMGGMGGMGGMM&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+CH60_ACIB3+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=557600

Mascot Search Results: Protein View

Start - End Qobserved M (expt) M (cal c) Delta M ss Sequence
81 - 105 1244. 6432 2487.2718 2486. 2864 0. 9854 0 K. TNDI AGDGTTTATVLAQAI LNEG K. S (lons
score 98)
81 - 105 830. 1091 2487. 3055 2486. 2864 1.0191 0 K TNDI AGDGTTTATVLAQAI LNEA K. S (lons
score 79)
172 - 197 949. 1170 2844.3292 2843. 2808 1.0484 0 K EGVI TVEEGSGFEDALDVWWEGMQFDR. G
Oxidation (M (lons score 52)
232 - 242 586. 8663 1171.7180 1170.6860 1. 0320 0 R ELISVLEAVAK. T (lons score 40)
Error: try zetting browser cache to automatic. Errar: try zetting browszer cache to automatic.

AC B7GY36; DT 14- APR-2009, integrated into Uni Prot KB/ Swi ss-Prot. DT 10- FEB-2009, sequence version 1. DI 27-
JUL- 2011, entry version 18. DE RecNane: Full =60 kDa chaperonin; DE Al tNanme: Full=G oEL protein; DE

Al t Name: Ful | =Protein Cpn60; GN Name=grolL; Synonyns=groEL; O deredLocusNanes=ABBFA 000812; OS

Aci net obact er baumannii (strain AB307-0294). OC Bacteria; Proteobacteria; Gammaproteobacteri a;
Pseudononadal es; OC Moraxel | aceae; Aci netobacter; OC Aci netobacter cal coaceticus/baumannii conpl ex. OX
NCBI _Tax| D=557600; RN [1] RP NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=AB307-0294; RX
PubMed=18931120; DO =10.1128/JB. 00834-08; RA Adanms M D., Goglin K, Mlyneaux N, Hujer K. M, Lavender H.
RA Jam son J.J., MacDonald I.J., Martin KM, Russo T., Canmpagnari A.A., RA Hujer A M, Bonono RA, GII
S.R; RT "Conparative genone sequence anal ysis of multidrug-resistant RT Aci netobacter baumannii."; RL J.
Bacteriol. 190:8053-8064(2008). CC -!- FUNCTION: Prevents m sfolding and pronotes the refolding and CC
proper assenbly of unfol ded pol ypepti des generated under stress CC conditions (By simlarity). CC -!-
SUBUNI T: digonmer of 14 subunits conposed of two stacked rings of CC 7 subunits (By simlarity). CC -!-

SUBCELLULAR LOCATI ON: Cytoplasm (By simlarity). CC-!- SIMLARITY: Belongs to the chaperonin (HSP60)
L= Y2 € O e e CC Copyrighted by the
Uni Prot Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Commons Attri bution-
NODeri VS Li CENSE CC - - - - - - - oo oo oo oo oo oo oo oo oo oo e o oo DR EMBL
CP001172; ACJ57160.1; -; Genom c_DNA. DR RefSeq; YP_002324726.1; NC 011595.1. DR Protei nModel Portal;
B7GY36; -. DR SMR; B7GY36; 3-524. DR STRING B7GY36; -. DR Cenel D, 7059658; -. DR GenoneRevi ews;
CP001172_GR, ABBFA 000812. DR KEGG abb: ABBFA 000812; -. DR HOGENOM HBG625289; -. DR OVA; DKPAAGM -. DR
Prot G ust DB; PRKO0013; -. DR GO, GO 0005737; C.cytoplasm |EA: Uni Prot KB-SubCell. DR GO, GO 0005524; F:ATP
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=195&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=195&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=196&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=196&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=204&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzueO.dat&query=69&hit=1&index=CH60_ACIB3&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

bi ndi ng; | EA: Uni Prot KB-KW DR GO GO 0042026; P:protein refolding;, |EA InterPro. DR HAVAP; M-_00600; CHG6O;
1, -. DR InterPro; |IPR0O18370; Chaperonin_Cpn60_CS. DR InterPro; |PR001844; Chaprnin_Cpn60. DR InterPro;
| PRO02423; Cpn60/ TCP-1. DR PANTHER, PTHR11353; Cpn60/TCP-1; 1. DR Pfam PF00118; Cpn60_TCPl; 1. DR PRI NTS;
PR00298; CHAPERONI N60. DR SUPFAM SSF48592; G oEL-ATPase; 1. DR Tl GRFAMs; Tl GR02348; G oEL; 1. DR PROSITE;
PS00296; CHAPERONI NS CPN60; 1. PE 3: Inferred from honol ogy; KW ATP-bi ndi ng; Chaperone; Conpl ete proteoneg;
Cytopl asm KW Nucl eoti de-bi nding. FT CHAIN 1 544 60 kDa chaperonin. FT /FTI d=PRO_1000129956. SQ SEQUENCE
544 AA; 57166 MN 59547DF028D633D7 CRC64; MSAKDVKFGD SARSKM AGVY NVLADAVKVT LGPKGRNWVI DRSFGAPHI T
KDGVTVAKEI SLKDKFENMG AQLVREVSSK TNDI AGDGIT TATVLAQAI L NEG KSVTAG MNPMDLKRA DI AVKTVVEN | RSI AKPADD

FKAI EQVGSI SANSDTTVCGK LI AQAMVEKVG KEGVI TVEEG SGFEDALDVWW EGMQFDRGYI SPYFANKQDT LTAELENPFI LLVDKKI SNI

RELI SVLEAV AKTCGKPLLI | AEDVEGEALA TLVVNNVRG | KVCAVKAPG FGDRRKAMLQ DI Al LTGATV | SEEVGVSLE QATLQDLGTA

HKI TVSKENT VI VDGAGDAA Al AERVQQ R AQ EESTSEY DREKLQERVA KLAGGVAVI K | GAATEVEMK EKKDRVDDAL HATRAAVEEG
VWAGGGVALV RAVNALEGLK GANEDQTAG NI LRRAI EAP LRQ VANAGD EPSWVI NAVK NCEGNFGYNA ATGEYCDMLE MA LDPAKVT
RSALEHAASY AGLMLTTECM | TDI PEDKPA APDMGGVGGM GGV

Mascot: http://www.matrixscience.com/
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Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 254480295 Score: 62
TCP- 1/ cpn60 chaperonin famly protein [mari ne gamma proteobacteri um HTCC2148]
Found in search of C \Tenp\nas28.tnp

Nom nal mass (M): 31707, Cal cul ated pl value: 4.74

NCBI BLAST search of gi| 254480295 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: marine ganma prot eobacterium HTCC2148

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 214039857 from marine gamma pr ot eobacteri um HTCC2148

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 20%

Mat ched peptides shown in Bold Red

1 KASKPLI | I A EDVEGEALAT LVVNNVRG V KVAACKAPGF GDRRKAM.CQD
51 | Al LTGGTVI SEEVGVDLES ATLEHLGSAK RMIVDKDNST | | DGAGDAAA
101 | HARVCEI RT Q ENTSSDYD REKLQERVAK LAGGVAVI KV GAATEI EMKE
151 KKARVEDALH ATRAAVEEGV VAGGGVALVR Al ADI AELKG DNEDQNHG A
201 AALRAMEGPL RQ VGNAGDE ASWVLDKI RQ GEGNYGYNAA TGEYGDM EM
251 G LDPAKVTR TALQAAGSVA ALM TTEVMW ADSPDDGAGG APAMPDMGGM
301 GGVGGW

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End observed M (expt) M (cal c) Delta M ss Sequence

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/FttplxH..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (1 of 2)8/21/2007 12:13:57 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=KASKPLIIIAEDVEGEALATLVVNNMRGIVKVAACKAPGFGDRRKAMLQDIAILTGGTVISEEVGMDLESATLEHLGSAKRMTMDKDNSTIIDGAGDAAAIHARVGEIRTQIENTSSDYDREKLQERVAKLAGGVAVIKVGAATEIEMKEKKARVEDALHATRAAVEEGVVAGGGVALVRAIADIAELKGDNEDQNHGIAAALRAMEGPLRQIVGNAGDEASVVLDKIRQGEGNYGYNAATGEYGDMIEMGILDPAKVTRTALQAAGSVAALMITTEVMVADSPDDGAGGAPAMPDMGGMGGMGGMM&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c254480295+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=247634
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=214039857
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=247634

Mascot Search Results: Protein View

2 - 27 928.5124 2782.5152 2781. 4946 1. 0206 0 K. ASKPLI | | AEDVEGEALATLVVNNMR. G
Oxidation (M (lons score 41)
46 - 81 1263. 6455 3787.9146 3786.9019 1.0126 1 K AMLQDI Al LTGGTVI SEEVGVDLESATLEHLGSAKR

M 2 Oxidation (M (lons score 21)

Error: try zetting browser cache to automatic. Errar: try setting browser cache to automatic.

LOCUS ZP_05093543 307 aa |inear BCT 09-JUN-2010 DEFI NI TION TCP- 1/ cpn60 chaperonin famly protein [marine
gamma pr ot eobact eri um HTCC2148] . ACCESSI ON ZP_05093543 VERSI ON ZP_05093543.1 d: 254480295 DBLI NK Proj ect :
55363 DBSOURCE REFSEQ accession NZ DS999222.1 KEYWORDS . SOURCE mari ne ganma prot eobacteri um HTCC2148
ORGANI SM nari ne ganma pr ot eobacteri um HTCC2148 Bacteri a; Proteobacteria; Ganmaproteobacteria; OMG group;
OVb0 cl ade. REFERENCE 1 (residues 1 to 307) AUTHORS Amann, R, Fuchs,B., G ovannoni,S.J., Ferriera,S.,
Johnson, J., Kravitz,S., Beeson,K , Sutton, G, Rogers,Y.-H , Friedman, R, Frazier,M and Venter,J.C TITLE
Direct Subm ssion JOURNAL Submitted (16-JUL-2008) J. Craig Venter Institute, 9704 Medical Center Drive,
Rockville, MD 20850, USA COMVENT PREDI CTED REFSEQ This record has not been reviewed and the function is
unknown. The reference sequence was derived from EEB80516. COVPLETENESS: inconplete on the am no end.

Met hod: conceptual translation. FEATURES Location/ Qualifiers source 1..307 /organi sn="mari ne ganma

pr ot eobact eri um HTCC2148" /strai n="HTCC2148" /i sol ati on_source="10 mwater depth from station NH15" /
db_xref="taxon: 247634" /country="USA: Oregon Coast" Protein <1..307 /product="TCP-1/cpn60 chaperonin
famly protein" Region <1..282 /region_nane="chaperonin_|ike" /note="chaperonin_like superfamly.
Chaperonins are involved in productive folding of proteins. They share a common general norphol ogy, a
double toroid of 2 stacked rings, each conposed of 7-9 subunits. There are 2 main chaperonin groups. The
symretry of type...; cl02777" /db_xref="CDD: 194437" CDS 1..307 /Il ocus_tag="GPB2148_3334" /

coded_by="NZ DS999222. 1: <1..926" /note="[(J COX459 Chaperonin G oEL (HSP60 fam ly)" /codon_start=3 /
transl _table=11

Mascot: http://www.matrixscience.com/
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http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxHSm.dat&query=312&hit=1&index=gi%7c254480295&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIxHSm.dat&query=354&hit=3&index=gi%7c254480295&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/55363"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/254479819"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=247634"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/EEB80516"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=247634"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/254480295?from=1&to=307"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/254480295?from=1&to=282"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=194437"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/254479819?from=1&to=926"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Match to: gi| 169633901 Score: 236
putative |ipoprotein [Acinetobacter baumannii SDF]
Found in search of C \Tenp\nmas7F.tnp

Nom nal mass (M): 16390; Cal cul ated pl value: 4.79

NCBI BLAST search of gi| 169633901 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci netobacter baumannii SDF

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 169152693 from Aci net obact er baumanni i

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 36%

Mat ched peptides shown in Bold Red
1 MQQSRNKHEN KTETTSDAST PVQTAQSNNN EAVDTAHTAE NSLDWDGKYK

51 GILPCADCEG | KTELELKDD KTYELTETYL GKGDANPFET HGKFTFDKDN
101 TSVI TLDDKA ONRKFFI GEN TATALDVEGK KVEGSLAEHY VLKKED

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End Qobserved M (expt) M (cal c) Delta M ss Sequence
69 - 82 838.4227 1674.8309 1674.7988 0. 0321 1 K DDKTYELTETYLGK. G (lons score 58)
72 - 82 659. 3732 1316.7318 1316. 6500 0. 0818 0 K TYELTETYLGK. G (lons score 48)
83 - 93 586. 7891 1171.5636 1171.5258 0. 0378 0 K. GDANPFETHGK. F (lons score 28)
115 - 130 880. 4000 1758.7854 1758.8134 -0. 0280 0 K FFI GENTATALDVECK. K Oxidation (M

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 3)8/21/2007 12:16:41 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MQQSRNKHENKTETTSDASTPVQTAQSNNNEAVDTAHTAENSLDWDGKYKGTLPCADCEGIKTELELKDDKTYELTETYLGKGDANPFETHGKFTFDKDNTSVITLDDKAQNRKFFIGENTATALDMEGKKVEGSLAEHYVLKKED&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c169633901+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=509170
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=169152693
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzEwe.dat&query=465&hit=1&index=gi%7c169633901&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzEwe.dat&query=316&hit=1&index=gi%7c169633901&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzEwe.dat&query=200&hit=1&index=gi%7c169633901&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

(lLons score 53)
131 - 143 737.4225 1472.8304 1471.8035 1. 0269 1 K KVEGSLAEHYVLK. K (lons score 51)

Ertor: try zetting browser cache to automatic. Ertar: try setting broawser cache to automatic.

LOCUS YP_001707637 146 aa |linear BCT 17- MAY-2011 DEFINI TION |i poprotein [Aci netobacter baumannii SDF].
ACCESSI ON YP_001707637 VERSI ON YP_001707637.1 G :169633901 DBLI NK Project: 61601 DBSOURCE REFSEQ
accession NC 010400.1 KEYWORDS . SOURCE Aci net obacter baumannii SDF ORGANI SM Aci net obact er baumanni i SDF
Bacteria; Proteobacteria; Gamraproteobacteria; Pseudonpnadal es; Moraxel | aceae; Aci netobacter;

Aci net obact er cal coaceti cus/ baumannii conpl ex. REFERENCE 1 (residues 1 to 146) AUTHORS Val |l enet, D.

Nor dmann, P., Barbe,V., Poirel,L., Mangenot,S., Bataille, E., Dossat,C , Gas,S., Kreineyer, A, Lenoble,P.
Oztas, S., Poulain,J., Segurens,B., Robert,C., Abergel,C , Caverie,J.M, Raoult,D., Medigue, C

Wei ssenbach,J. and Cruveiller,S. TITLE Conparative analysis of Acinetobacters: three genonmes for three
lifestyles JOURNAL PLoS ONE 3 (3), E1805 (2008) PUBMED 18350144 REMARK Publication Status: Online-Only
REFERENCE 2 (residues 1 to 146) CONSRTM NCBI Genone Project TITLE Direct Subm ssion JOURNAL Submitted (04-
MAR- 2008) National Center for Biotechnology Information, N H Bethesda, MD 20894, USA REFERENCE 3
(residues 1 to 146) AUTHORS Genoscope -,C. E. A TITLE Drect Subm ssion JOURNAL Submitted (25-FEB-2008)
Genoscope - Centre National de Sequencage : BP 191 91006 EVRY cedex - FRANCE (E-nmmil : seqref @enoscope.
cns.fr - Web : www. genoscope.cns. fr) COVMENT PROVI SIONAL REFSEQ This record has not yet been subject to
final NCBI review The reference sequence was derived from CAP01694. Annotation data relative to BLAST
simlarities, COG assignations, enzymatic function prediction (PRI AM software), TWVHW and Si gnal P

predi ctions, and synteny results (Syntonizer software) are avail able in BaumannoScope dat abase via the
MaGe annotation system http://ww. genoscope. cns. fr/agc/ mage/ baumannoscope. Met hod: conceptual translation.
FEATURES Location/Qualifiers source 1..146 /organi sn="Aci net obacter baumannii SDF" /strain="SDF" /
db_xref="taxon: 509170" Protein 1..146 /product="1ipoprotein” /function="1.6.10 : |ipoprotein" /

cal cul ated_nol _wt =16155 Regi on 49..135 /regi on_nanme="N pE" /note="Uncharacterized |ipoprotein N pE

i nvol ved in copper resistance; cl01138" /db_xref="CDD: 194049" CDS 1..146 /| ocus_tag="ABSDF2382" /
coded_by="NC 010400. 1: 2203755. . 2204195" /inference="ab initio prediction: AM Gene: 2. 0" /note="Evi dence 3
Function proposed based on presence of conserved amno acid notif, structural feature or |limted honol ogy;
Product type pm: nmenbrane conponent” /transl _table=11 /db_xref="Genel D. 5985564"

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 3)8/21/2007 12:16:41 AM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzEwe.dat&query=484&hit=1&index=gi%7c169633901&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzEwe.dat&query=407&hit=1&index=gi%7c169633901&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/61601"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/169632029"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=509170"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/18350144"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/CAP01694"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.genoscope.cns.fr/agc/mage/baumannoscope"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=509170"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/169633901?from=1&to=146"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/169633901?from=49&to=135"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Structure/cdd/cddsrv.cgi?uid=194049"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/169632029?from=2203755&to=2204195"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=5985564"

Mascot Search Results: Protein View

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zE..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (3 of 3)8/21/2007 12:16:41 AM


http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Match to: gi| 56131242 Score: 283
car bapenem associ at ed resi stance protein precursor [Acinetobacter baumannii]
Found in search of C \Tenp\nmasB.tnp

Nom nal mass (M): 26403; Cal cul ated pl value: 4.79

NCBI BLAST search of gi|56131242 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunanni i

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 224015984 from Aci net obact er baumanni i

i | 224015988 from Aci net obact er baunmanni i

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts Ctermside of KR unless next residue is P
Sequence Coverage: 19%

Mat ched peptides shown in Bold Red

1 MKVLRVLVTT TALLAAGAAM ADEAVVHDSY AFDKNQLI PV GARAEVGITG
51 YGGALLWQAN PYVGLALGYN GGEDI SWEDDL S| NGTKYDVD IVDNKLAYLNA
101 ElI RPWGASTN PWAQGLYVAA GAAYVDNQYD LTKNVGINAS VEI DGNRFNG
151 GANGVSI AGN LKYDNDI APY | GFGFAPKFS KNWGVFGEVG AYYSGNPKVS
201 LASNNDALI G SDGRTLGKTL DDQERKI AND DKYKW.PVGEK VGVNFYW

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End (bserved M (expt) M (cal c) Delta M ss Sequence
163 - 178 894.9410 1787.8675 1786.8566 1.0109 0 K YDNDI APYl GFGFAPK. F  (lons score 79)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttplie..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (1 of 2)8/20/2007 10:14:54 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MKVLRVLVTTTALLAAGAAMADEAVVHDSYAFDKNQLIPVGARAEVGTTGYGGALLWQANPYVGLALGYNGGDISWSDDLSINGTKYDMDMDNKLAYLNAEIRPWGASTNPWAQGLYVAAGAAYVDNQYDLTKNVGTNASVEIDGNRFNGGANGVSIAGNLKYDNDIAPYIGFGFAPKFSKNWGVFGEVGAYYSGNPKVSLASNNDALIGSDGRTLGKTLDDQERKIANDDKYKWLPVGKVGVNFYW&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c56131242+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=224015984
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=224015988
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIieET.dat&query=415&hit=1&index=gi%7c56131242&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

182 - 198 922. 9259 1843.8373 1843. 8530 -0. 0156 0 K NWGVFGEVGAYYSGNPK. V' (lons score 100)
199 - 214 794.9258 1587.8371 1587.7852 0. 0518 0 K VSLASNNDALI GSDGR. T (lons score 104)
Ertor: try zetting browser cache to automatic. Ertar: try setting broawser cache to automatic.

LOCUS AAVB80243 247 aa |linear BCT 28- MAR- 2005 DEFI NI TI ON car bapenem associ at ed resi stance protein precursor
[ Aci net obact er baumannii]. ACCESSI ON AAV80243 VERSI ON AAV80243.1 G :56131242 DBSOURCE accession AY684798.1
KEYWORDS . SOURCE Aci net obacter baumannii ORGANI SM Aci net obact er baumanni i Bacteria; Proteobacteria;
Gammapr ot eobact eri a; Pseudononadal es; Moraxel | aceae; Aci netobacter; Acinetobacter cal coaceti cus/ baunmanni
conpl ex. REFERENCE 1 (residues 1 to 247) AUTHORS Mussi, M A., Limansky, A.S. and Viale,AM TITLE

Acqui sition of resistance to carbapenens in multidrug-resistant clinical strains of Acinetobacter
baumanni i : natural insertional inactivation of a gene encoding a nenber of a novel famly of beta-barre
outer nmenbrane proteins JOURNAL Antim crob. Agents Chenother. 49 (4), 1432-1440 (2005) PUBMED 15793123
REFERENCE 2 (residues 1 to 247) AUTHORS Mussi, M A., Limansky, A S. and Viale,AM TITLE Direct Subm ssion
JOURNAL Submtted (13-JUL-2004) M crobiology, IBR Suipacha 531, Rosario, Santa Fe 2000, Argenti na COVVENT
Met hod: conceptual translation supplied by author. FEATURES Location/ Qualifiers source 1..247 /

or gani snm=" Aci net obact er baurmannii” /i sol at e="Ab244" /db_xref="taxon: 470" Protein 1..247 /

product =" car bapenem associ ated resi stance protein precursor” /nane="outer nmenbrane protein" sig peptide
1..21 nmat_peptide 22..247 /product="car bapenem associ ated resi stance protein" CDS 1..247 /gene="carQ' /
coded by="AY684798. 1: 2134..2877" /note="associ ated wi th carbapenemresistance; heat-nodifiable protein" /
transl _tabl e=11

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttplie..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percol ate=-1& percolate_rt=0 (2 of 2)8/20/2007 10:14:54 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIieET.dat&query=424&hit=1&index=gi%7c56131242&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIieET.dat&query=376&hit=1&index=gi%7c56131242&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/56131239"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/15793123"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=1&to=247"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=1&to=21"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=22&to=247"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/56131239?from=2134&to=2877"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Match to: gi| 56131242 Score: 139
car bapenem associ at ed resi stance protein precursor [Acinetobacter baumannii]
Found in search of C \Tenp\nmas9.tnp

Nom nal mass (M): 26403; Cal cul ated pl value: 4.79

NCBI BLAST search of gi|56131242 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunanni i

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi | 224015984 from Aci net obact er baumanni i

i | 224015988 from Aci net obact er baunmanni i

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts Ctermside of KR unless next residue is P
Sequence Coverage: 13%

Mat ched peptides shown in Bold Red

1 MKVLRVLVTT TALLAAGAAM ADEAVVHDSY AFDKNQLI PV GARAEVGITG
51 YGGALLWQAN PYVGLALGYN GGEDI SWEDDL S| NGTKYDVD IVDNKLAYLNA
101 ElI RPWGASTN PWAQGLYVAA GAAYVDNQYD LTKNVGINAS VEI DGNRFNG
151 GANGVSI AGN LKYDNDI APY | GFGFAPKFS KNWGVFGEVG AYYSGNPKVS
201 LASNNDALI G SDGRTLGKTL DDQERKI AND DKYKW.PVGK VGVNFYW

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End (bserved M (expt) M (cal c) Delta M ss Sequence
163 - 178 894. 4644 1786.9143 1786. 8566 0. 0577 0 K. YDNDI APYlI GFGFAPK. F  (lons score 40)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpliu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 2)8/20/2007 11:02:40 PM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MKVLRVLVTTTALLAAGAAMADEAVVHDSYAFDKNQLIPVGARAEVGTTGYGGALLWQANPYVGLALGYNGGDISWSDDLSINGTKYDMDMDNKLAYLNAEIRPWGASTNPWAQGLYVAAGAAYVDNQYDLTKNVGTNASVEIDGNRFNGGANGVSIAGNLKYDNDIAPYIGFGFAPKFSKNWGVFGEVGAYYSGNPKVSLASNNDALIGSDGRTLGKTLDDQERKIANDDKYKWLPVGKVGVNFYW&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c56131242+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=224015984
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=search&db=protein&doptcmdl=genpept&tool=mascot&term=224015988
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=470
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiutS.dat&query=473&hit=1&index=gi%7c56131242&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

182 - 198 922.9743 1843.9341 1843. 8530 0. 0812 0 K NWGVFGEVGAYYSGNPK. V' (lons score 100)

Error: try zetting browser cache to automatic. Errar: try zetting browszer cache to automatic.

LOCUS AAV80243 247 aa linear BCT 28- MAR- 2005 DEFI NI TI ON car bapenent associ ated resi stance protein precursor
[ Aci net obacter baumannii]. ACCESSI ON AAV80243 VERSI ON AAV80243.1 G :56131242 DBSOURCE accession AY684798.1
KEYWORDS . SOURCE Aci net obact er baumannii ORGANI SM Aci net obact er baunmannii Bacteria; Proteobacteri a;
Gammapr ot eobacteri a; Pseudononadal es; Moraxel | aceae; Aci netobacter; Acinetobacter cal coaceti cus/ baumanni
conpl ex. REFERENCE 1 (residues 1 to 247) AUTHORS Mussi,M A., Limansky, A S. and Viale,A M TITLE

Acqui sition of resistance to carbapenens in nultidrug-resistant clinical strains of Acinetobacter
baumannii: natural insertional inactivation of a gene encoding a nenber of a novel famly of beta-barre
outer menbrane proteins JOURNAL Antim crob. Agents Chenother. 49 (4), 1432-1440 (2005) PUBMED 15793123
REFERENCE 2 (residues 1 to 247) AUTHORS Mussi, M A., Limansky, A S. and Viale, AM TITLE Direct Subm ssion
JOURNAL Submitted (13-JUL-2004) M crobiology, IBR, Suipacha 531, Rosario, Santa Fe 2000, Argentina COVWENT
Met hod: conceptual translation supplied by author. FEATURES Location/ Qualifiers source 1..247 /

or gani sm=" Aci net obacter baumannii" /i sol ate="Ab244" /db_xref="taxon: 470" Protein 1..247 /

product =" car bapenem associ at ed resi stance protein precursor” /name="outer nenbrane protein" sig _peptide
1..21 mat _peptide 22..247 /product="carbapenem associ ated resi stance protein" CDS 1..247 /gene="carQ' /
coded_by="AY684798. 1: 2134..2877" /note="associated with carbapenem resi stance; heat-nodifiable protein" /
transl _table=11

Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpliu..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 2)8/20/2007 11:02:40 PM


http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIiutS.dat&query=487&hit=1&index=gi%7c56131242&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/56131239"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/15793123"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=470"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=1&to=247"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=1&to=21"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/56131242?from=22&to=247"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/56131239?from=2134&to=2877"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Match to: gi| 126641429 Score: 75
surface antigen [Aci netobacter baumannii ATCC 17978]
Found in search of C \Tenp\nas67.tnp

Nom nal mass (M): 11318; Cal cul ated pl value: 4.77

NCBI BLAST search of gi| 126641429 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunmannii ATCC 17978

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 11%

Mat ched peptides shown in Bold Red

1 MVAGDHNYSD SRWRESYLTR PYYQEAQLTT PDLDYDRDFS AAYELGHRAR
51 SESKEGIQFE DMEGSLQQKW EELKAESRLK WEHAKQAI KD AVWDDM

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
38 - 48 633. 3560 1264.6975 1264.5836 0.1139 0 R DFSAAYELGHR. A (lons score 28)
38 - 48 633. 3607 1264.7069 1264.5836 0.1233 0 R DFSAAYELGHR A (lons score 75)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zT..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 2)8/21/2007 12:23:39 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MVAGDHNYSDSRWRESYLTRPYYQEAQLTTPDLDYDRDFSAAYELGHRARSESKEGTQFEDMEGSLQQKWEELKAESRLKWEHAKQAIKDAWDDM&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c126641429+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=400667
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzTER.dat&query=49&hit=1&index=gi%7c126641429&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzTER.dat&query=50&hit=1&index=gi%7c126641429&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

Error: tru setting browser cache to automatic. Error: try setting browser cache to automatic.

LOCUS YP_001084413 95 aa |inear BCT 29- MAY-2010 DEFI NI TI ON surface antigen [ Aci netobacter baumannii ATCC
17978] . ACCESSI ON YP_001084413 VERSI ON YP_001084413.1 G :126641429 DBLINK Project: 58731 DBSOURCE REFSEQ
accessi on NC 009085.1 KEYWORDS . SOURCE Aci netobacter baumannii ATCC 17978 ORGANI SM Aci net obact er

baurmanni i ATCC 17978 Bacteria; Proteobacteria; Gamraproteobacteria; Pseudonobnadal es; Moraxel | aceae;

Aci net obact er; Aci net obacter cal coaceticus/baumannii conplex. REFERENCE 1 (residues 1 to 95) AUTHORS Snith,
MG, Ganoulis, T. A, Pukatzki,S., Mekalanos,J.J., Onston,L.N., Gerstein,M and Snyder, M TITLE New
insights into Aci netobacter baumannii pathogenesis reveal ed by high-density pyrosequencing and transposon
mut agenesi s JOURNAL CGenes Dev. 21 (5), 601-614 (2007) PUBMED 17344419 REFERENCE 2 (residues 1 to 95)
CONSRTM NCBI Genone Project TITLE Direct Subm ssion JOURNAL Submtted (05- MAR-2007) National Center for

Bi ot echnol ogy Information, NIH Bethesda, MD 20894, USA REFERENCE 3 (residues 1 to 95) AUTHORS Snmith, MG ,
G anoulis, T. A, Pukatzki,S., Mkalanos,J., Onston,L.N., Gerstein,M and Snyder,M TITLE Direct Subm ssion
JOURNAL Subm tted (27-NOV-2006) Departnent of Ml ecular, Cellular, and Devel opnental Biol ogy, Yale

Uni versity, 266 Wiitney Ave, New Haven, CT 06520, USA COMVENT PROVI SI ONAL REFSEQ This record has not yet
been subject to final NCBI review The reference sequence was derived from ABOL1811. Source DNA and
bacteria avail able from M chael Snyder (m chael.snyder @al e. edu). Method: conceptual translation. FEATURES
Location/Qualifiers source 1..95 /organi sn="Aci net obacter baumannii ATCC 17978" /strain="ATCC 17978" /
db_xref="ATCC. 17978" /db_xref="taxon: 400667" Protein 1..95 /product="surface antigen" /

cal cul ated_nol _wt=11194 CDS 1..95 /|l ocus_tag="A1lS 1383" /coded_by="conpl enent

(NC_009085. 1: 1622740. . 1623027)" /transl _tabl e=11 /db_xref="Cenel D: 4919934"

’ Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zT..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 2)8/21/2007 12:23:39 AM


http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/58731"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/17344419"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/ABO11811"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.atcc.org/SearchCatalogs/linkin?id=17978"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126641429?from=1&to=95"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115?from=1622740&to=1623027"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=4919934"
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRIX
marrixy Mascot Search Results

Protein View

Match to: gi| 126641429 Score: 69
surface antigen [Aci netobacter baumannii ATCC 17978]
Found in search of C\Tenp\nmas71.tnp

Nom nal mass (M): 11318; Cal cul ated pl value: 4.77

NCBI BLAST search of gi| 126641429 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baunmannii ATCC 17978

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 24%

Mat ched peptides shown in Bold Red

1 MVAGDHNYSD SRWRESYLTR PYYQEAQLTT PDLDYDRDFS AAYELGHRAR
51 SESKEGIQFE DMEGSLQQKW EELKAESRLK WEHAKQAI KD AVWDDM

Show predicted peptides also

Sort Peptides By ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
15 - 37 946. 8142 2837.4207 2836. 3191 1.1016 0 R ESYLTRPYYQEAQLTTPDLDYDR. D (lons score

69)

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zH..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (1 of 2)8/21/2007 12:25:43 AM


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MVAGDHNYSDSRWRESYLTRPYYQEAQLTTPDLDYDRDFSAAYELGHRARSESKEGTQFEDMEGSLQQKWEELKAESRLKWEHAKQAIKDAWDDM&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?NCBInr+gi%7c126641429+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=400667
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzHmt.dat&query=68&hit=1&index=gi%7c126641429&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzHmt.dat&query=68&hit=1&index=gi%7c126641429&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View

Error: tru setting browser cache to automatic. Error: try setting browser cache to automatic.

LOCUS YP_001084413 95 aa |inear BCT 29- MAY-2010 DEFI NI TI ON surface antigen [ Aci netobacter baumannii ATCC
17978] . ACCESSI ON YP_001084413 VERSI ON YP_001084413.1 G :126641429 DBLINK Project: 58731 DBSOURCE REFSEQ
accessi on NC 009085.1 KEYWORDS . SOURCE Aci netobacter baumannii ATCC 17978 ORGANI SM Aci net obact er

baurmanni i ATCC 17978 Bacteria; Proteobacteria; Gamraproteobacteria; Pseudonobnadal es; Moraxel | aceae;

Aci net obact er; Aci net obacter cal coaceticus/baumannii conplex. REFERENCE 1 (residues 1 to 95) AUTHORS Snith,
MG, Ganoulis, T. A, Pukatzki,S., Mekalanos,J.J., Onston,L.N., Gerstein,M and Snyder, M TITLE New
insights into Aci netobacter baumannii pathogenesis reveal ed by high-density pyrosequencing and transposon
mut agenesi s JOURNAL CGenes Dev. 21 (5), 601-614 (2007) PUBMED 17344419 REFERENCE 2 (residues 1 to 95)
CONSRTM NCBI Genone Project TITLE Direct Subm ssion JOURNAL Submtted (05- MAR-2007) National Center for

Bi ot echnol ogy Information, NIH Bethesda, MD 20894, USA REFERENCE 3 (residues 1 to 95) AUTHORS Snmith, MG ,
G anoulis, T. A, Pukatzki,S., Mkalanos,J., Onston,L.N., Gerstein,M and Snyder,M TITLE Direct Subm ssion
JOURNAL Subm tted (27-NOV-2006) Departnent of Ml ecular, Cellular, and Devel opnental Biol ogy, Yale

Uni versity, 266 Wiitney Ave, New Haven, CT 06520, USA COMVENT PROVI SI ONAL REFSEQ This record has not yet
been subject to final NCBI review The reference sequence was derived from ABOL1811. Source DNA and
bacteria avail able from M chael Snyder (m chael.snyder @al e. edu). Method: conceptual translation. FEATURES
Location/Qualifiers source 1..95 /organi sn="Aci net obacter baumannii ATCC 17978" /strain="ATCC 17978" /
db_xref="ATCC. 17978" /db_xref="taxon: 400667" Protein 1..95 /product="surface antigen" /

cal cul ated_nol _wt=11194 CDS 1..95 /|l ocus_tag="A1lS 1383" /coded_by="conpl enent

(NC_009085. 1: 1622740. . 1623027)" /transl _tabl e=11 /db_xref="Cenel D: 4919934"

’ Mascot: http://www.matrixscience.com/

http://www.matrixscience.com/cgi/protein_view.pl ile=../data/20110407/Fttpl zH..._sigthreshold=0.05& _msresflags=1025& _msresflags2=2& percolate=-1& percolate_rt=0 (2 of 2)8/21/2007 12:25:43 AM


http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/bioproject/58731"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/pubmed/17344419"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/RefSeq/"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/ABO11811"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://www.atcc.org/SearchCatalogs/linkin?id=17978"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Browser/wwwtax.cgi?id=400667"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/protein/126641429?from=1&to=95"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/nuccore/126640115?from=1622740&to=1623027"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/Taxonomy/Utils/wprintgc.cgi?mode=c#SG11"
http://eutils.ncbi.nlm.nih.gov/entrez/eutils/"http://eutils.ncbi.nlm.nih.gov:80/sites/entrez?db=gene&cmd=Retrieve&dopt=full_report&list_uids=4919934"
http://www.matrixscience.com/

Mascot Search Results: Protein View

MATRHRIX
{MATRIX) Mascot Search Results

Protein View

Mat ch to: RRF_ACIBS Score: 75

Ri bosone-recycling factor OS=Aci net obacter baumannii (strain SDF) GN=frr PE=3 Sv=1

Found in search of C \Tenp\nmas5F.tnp

Nom nal mass (M): 20657, Cal cul ated pl value: 5.66
NCBI BLAST search of RRF_ACI BS agai nst nr

Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baumannii SDF

Fi xed nodi fications: Carbam donethyl (C
Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P

Sequence Coverage: 8%

Mat ched peptides shown in Bold Red

1 M NDLKKDSE QRMLKTLESL EQGFAKVRTG RAHPSI LNGV MVPYYGSDVP
51 LNQVANVGVE DSRTLI VQPF ERTMVAAI DK Al RESDLGLN PI TADSI RVP
101 LPALTEETRR DMXI ARSEA ENAKVAI RNI RRDVLGDI KA LLKEKEI SED

151 DERRAGDDI Q Kl TDKYVAEV DKRLAAKEAE LMRV

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta
84 - 98 801. 4292 1600.8438 1599.8104 1.0334

file:///C)/Users/ Dr.%20V ishvanath/Desktop/M ascot%20Sear ch%20Resul ts%20Protein%20View%20945.htm (1 of 2)9/17/2011 12:27:48 PM

M ss Sequence

0 R ESDLG.NPI TADSIR. V (lons score 75)



http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MINDLKKDSEQRMLKTLESLEQGFAKVRTGRAHPSILNGVMVPYYGSDVPLNQVANVGVEDSRTLIVQPFERTMVAAIDKAIRESDLGLNPITADSIRVPLPALTEETRRDMQKIARSEAENAKVAIRNIRRDVLGDIKALLKEKEISEDDERRAGDDIQKITDKYVAEVDKRLAAKEAELMRV&SERVICE=plain&SET_DEFAULTS.x=9&SET_DEFAULTS.y=5&SHOW_OVERVIEW=on&WORD_SIZE=3&END_OF_HTTPGET=Yes
http://www.matrixscience.com/cgi/getseq.pl?SwissProt+RRF_ACIBS+seq
http://www.ncbi.nlm.nih.gov/Taxonomy/Browser/wwwtax.cgi?lvl=0&id=509170
http://www.matrixscience.com/cgi/peptide_view.pl?file=../data/20110407/FttpIzstm.dat&query=87&hit=1&index=RRF_ACIBS&px=1&section=5&ave_thresh=57&_ignoreionsscorebelow=0&report=10&_sigthreshold=0.05&_msresflags=1025&_msresflags2=2&percolate=-1&percolate_rt=0

Mascot Search Results: Protein View
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AC BOVMU5; DT 24- MAR- 2009, integrated into Uni Prot KB/ Swm ss-Prot. DT 08- APR- 2008, sequence version 1. DT 27-
JUL- 2011, entry version 26. DE RecNane: Full =Ri bosonme-recycling factor; DE Short=RRF;, DE Alt Nane:

Ful | =Ri bosone-rel easing factor; GN Nanme=frr; O deredLocusNanes=ABSDF1681; OS Aci net obacter baumanni i
(strain SDF). OC Bacteria; Proteobacteria; Ganmmaproteobacteria; Pseudononadal es; OC Moraxel | aceae;

Aci net obacter; OC Aci netobacter cal coaceti cus/baumannii conplex. OX NCBI _Taxl D=509170; RN [1] RP

NUCLEOTI DE SEQUENCE [ LARGE SCALE GENOM C DNA]. RC STRAI N=SDF; RX PubMed=18350144; DA =10.1371/j ournal .
pone. 0001805; RA Vallenet D., Nordmann P., Barbe V., Poirel L., Mangenot S., RA Bataille E., Dossat C.,

Gas S., Kreineyer A, Lenoble P., Oztas S., RA Poulain J., Segurens B., Robert C., Abergel C., Caverie J.-
M, RA Raoult D., Medigue C., Wissenbach J., Cruveiller S.; RT "Conparative analysis of Acinetobacters:
three genones for three RT lifestyles.”; RL PLoS ONE 3: E1805- E1805(2008). CC -!- FUNCTI ON: Responsi bl e for
the rel ease of ribosones from nmessenger CC RNA at the term nation of protein biosynthesis. My increase
the CC efficiency of translation by recycling ribosones fromone round of CC translation to another (By

simlarity). CC -!- SUBCELLULAR LOCATION: Cytoplasm (By simlarity). CC-!- SIMLARITY: Belongs to the RRF
L= L I I & O T e CC Copyrighted by the
Uni Prot Consortium see http://ww. uniprot.org/terns CC Distributed under the Creative Comons Attri bution-
NODEri VS Li CENSE CC - - - - oo o oo oo oo oo oo oo oo o o o o o o oo DR EMBL;
CU468230; CAP01021.1; -; Genomic_DNA. DR RefSeq; YP_001707066.1; NC 010400.1. DR Protei nModel Portal;

BOVMJ5; -. DR SMR;, BOVMU5; 1-184. DR STRING BOVMJ5; -. DR Genel D; 5987239; -. DR GenoneRevi ews;
CU468230_GR ABSDF1681. DR KEGG abm ABSDF1681; -. DR HOGENOM HBG533975; -. DR OWA; YYGAETP, -. DR

Prot Cl ust DB; PRKO0083; -. DR GO, GO 0005737; C.cytoplasm |EA: Uni ProtKB-SubCell. DR GO, GO 0006412; P:
transl ation; | EA: Uni Prot KB-KW DR HAMVAP; M-_00040; RRF; 1; -. DR InterPro; 1PR002661; Ri bosone_recyc_fac.

DR InterPro; |1PR023584; Ri bosonme recyc fac_dom DR PANTHER, PTHR20982; Ri bosone recyc fac; 1. DR Pfam
PFO1765; RRF; 1. DR SUPFAM SSF55194; Ri bosone_recyc_fac; 1. DR Tl GRFAMs; Tl GR00496; Frr; 1. PE 3:
Inferred from honol ogy; KW Conpl ete proteone; Cytoplasm Protein biosynthesis. FT CHAIN 1 184 Ri bosone-
recycling factor. FT /FTId=PRO_1000090697. SQ SEQUENCE 184 AA; 20670 MN 9D0B73BC15759FC7 CRC64;

M NDLKKDSE (QRMLKTLESL EQGFAKVRTG RAHPSI LNGV MVPYYGSDVP LNQVANVGVE DSRTLI VQPF ERTMVAAI DK Al RESDLGLN

Pl TADSI RVP LPALTEETRR DMXKI ARSEA ENAKVAI RNl RRDVLGDI KA LLKEKEI SED DERRAGDDI Q Kl TDKYVAEV DKRLAAKEAE LMRV
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marrixy Mascot Search Results

Protein View

Match to: gi| 239500971 Score: 53
Qut er menbrane protein W] Aci netobacter baumannii AB900]
Found in search of C\Tenp\nmas79.tnp

Nom nal mass (M): 21239; Cal cul ated pl value: 5.56

NCBI BLAST search of gi| 239500971 agai nst nr
Unformatted sequence string for pasting into other applications

Taxonony: Aci net obacter baumannii AB900

Fi xed nodi fications: Carbam donethyl (C

Vari abl e nodifications: Oxidation (M

Cl eavage by Trypsin: cuts C-termside of KR unless next residue is P
Sequence Coverage: 10%

Mat ched peptides shown in Bold Red

1 MFKKVLWAL MGVSSFTFAG NWQVKFGGSV | APSEDTTTP LGVWKADHEY
51 AFTPSVEYFF GQSPFSAELL LATPI NHDVL LDGKVARI K QLPPTI TAKY
101 HFKNSTRFTP Yl G GATAFI PWDEQGVADK VKEDFGVAGRQ VG-NFQPADA
151 KNWGVFVDVR YADI SPEVTL TNGAKFDLDI NPFVYTLGYS YKF

Show predicted peptides also

Sort Peptides By | ® Residue Number O Increasing Mass O Decreasing Mass

Start - End bserved M (expt) M (cal c) Delta M ss Sequence
26 - 45 988. 0298 1974.0451 1974.0310 0. 0140 0 K FGGSVI APSEDTTTPLGVWK. A (lons score 53)
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LOCUS ZP_ 04660281 193 aa |inear BCT 10- DEC- 2010 DEFI NI TI ON Qut er nenbrane protein W[ Aci net obacter
baurmanni i AB900]. ACCESSI ON ZP_ 04660281 VERSI ON ZP_04660281.1 d:239500971 DBSOURCE REFSEQ accession

NZ_ ABXK01000001.1 KEYWORDS . SOURCE Aci netobacter baumannii AB900 ORGANI SM Aci net obacter baunmanni i AB900
Bacteria; Proteobacteria; Gamraproteobacteria; Pseudonpnadal es; Moraxel | aceae; Aci netobacter;

Aci net obact er cal coaceti cus/ baumannii conpl ex. COMVENT WGS REFSEQ This record is provided to represent a
col l ection of whol e genone shotgun sequences. The reference sequence was derived from ABXKO1000001

Met hod: conceptual translation. FEATURES Location/ Qualifiers source 1..193 /organi sn="Aci netobacter
baumanni i AB900" /strain="AB900" /db_xref="taxon:557601" Protein 1..193 /product="CQuter menbrane protein
W /cal cul ated_nol _wt=21121 Region 19..193 /regi on_nanme="Surface_Ag_2" /note="Surface antigen; cl01155" /
db_xref="CDD: 198629" CDS 1..193 /|l ocus_tag="AbauAB 010100001530" /coded_by="conpl enment
(NZ_ABXK01000001. 1: 331995..332576)" / note="C0OG3047 Quter nenbrane protein W /transl _table=11 /
db_xref="CDD: 112722"
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