
MASCOT Search Results
User : Lily-mascot
E-mail : l.r.adair@pgr.reading.ac.uk
Search title : K_pneumoniae_VIM1_9470_Da
MS data file : K_pneumoniae_VIM1_9470_Da.mgf
Databases : 1: contaminants 20160129 (247 sequences; 128,130 residues)

2: Trembl_22_05_2024 22_05_2024_2024_02 (248,234,451 sequences; 87,367,689,973 residues)
Taxonomy : 1: (none)

2: Bacteria (Eubacteria) (158,221,737 sequences)
Timestamp : 21 Jul 2025 at 11:54:48 GMT

Search parameters
Type of search : MS/MS Ion Search
Enzyme : NoCleave
Variable modifications : Oxidation (M)
Mass values : Monoisotopic
Protein mass : Unrestricted
Peptide mass tolerance : ± 20 ppm
Fragment mass tolerance : ± 0.2 Da
Max missed cleavages : 0
Instrument type : MALDI-QIT-TOF
Number of queries : 1

Protein Family Summary

Sensitivity and FDR (reversed protein sequences)

Target Decoy FDR
Protein family members 1 0 0.00% Not enough decoy protein hits for a meaningful FDR calculation.

Sequences above homology 1 0 0.00% Not enough decoy matches above significance threshold for a meaningful FDR calculation.

Decoy results are available in the decoy report.

Protein family 1 (out of 1)

Score distribution

Peptide score distribution. Ions score is −10 log(P), where P is
the probability that the observed match is a random event.
There is 1 peptide match above identity threshold and 1 match
above homology threshold for 1 queries. On average, individual
ions scores > 36 (beyond green shading) indicate identity or
extensive homology (p<0.05).

[Deprecated] Protein score distribution. Score distribution for
family members in the first 50 proteins. Protein scores are
derived from ions scores as a non-probabilistic basis for ranking
protein families.

Legend

Peptide columns and rows

Dupes … ExpectRankU 1 2 Peptide
  0.037 2 GAYSLSLR significant
  9 1 GFFLFVEGGR top ranking
  6.4e-05 1 GSSIFGLAPGK significant and top ranking
  1.3e-06 1 SSGTSYPDVLK peptide is found in all proteins in family member 1
  6.2e-07 1 VCNYVSWIK peptide is found in some but not all proteins in family member 2
  6.4e-05 1 U GSSIFGLAPGK unique

2   5.7e-05 1 LNTLETEEWFFK peptide has two duplicates
  0.18 1 LNTLETEEWFFK duplicate peptide

Right-facing triangle ( ) in the Dupes or Rank column indicates content that can be expanded by clicking on it. Down-
facing triangle ( ) indicates the content is expanded and can be collapsed. For more details about particular columns,
see results format help.

Protein quantitation ratios

Score … 114/113 115/113
CFAH_HUMAN 37559 0.962 1.129
FHR2_HUMAN 1330 0.859 1.128

When quantitation method is Reporter (e.g. iTRAQ) or Multiplex (e.g. IPTL), protein ratios are displayed when a family
is expanded. Ratios in italic indicate that the peptide log-ratios do not appear to come from a normal distribution.
Bold indicates that if you can assume peptide ratios are normally distributed, the protein ratio is significantly different
from 1.0 (at significance level 0.05).

Note that lack of bold or italic can also mean that significance or normality testing has not been performed (for
example, if protein ratio type does not support it).

Significance threshold p< 0.05 Max. number of families AUTO
Target FDR (overrides sig. threshold) (not set) FDR type Sequence
Display non-sig. matches Min. number of sig. unique sequences 1

Dendrograms cut at 0
Preferred taxonomy All entries

1 2::A0A086I6S5_KLEPN 92 DNA-binding protein HU-alpha OS=Klebsiella pneumoniae OX=573 GN=hupA PE=3 SV=1

Score Mass Matches Sequences
1.1 2::A0A086I6S5_KLEP 92 9471 1 (1) 1 (1)

DNA-binding protein HU-alpha OS=Klebsiella pneumoniae OX=573 GN=hupA PE=3 SV=1

47 samesets of 2::A0A086I6S5_KLEPN
2::A0A087FL90_KLEV 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella variicola OX=244366 GN=hupA PE=3 SV=1

2::A0A094Z809_KLEA 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella aerogenes OX=548 GN=hupA PE=3 SV=1

2::A0A0D5WXI5_9EN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella michiganensis OX=1134687 GN=hupA PE=3 SV=1

2::A0A0E1CLK0_KLEP 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae 30660/NJST258_1 OX=1420012 GN=KPNJ1_05215 PE=3 SV=1

2::A0A0H3FPC6_KLEA 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella aerogenes (strain ATCC 13048 / DSM 30053 / CCUG 1429 / JCM 1235 / KCTC 2190 / NBRC 13534 / NCIMB 10102 / NCTC 10006 / CDC 819-56) OX=1028307 GN=EAE_08210 PE=3 SV=1

2::A0A0H3GLR9_KLEP 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae subsp. pneumoniae (strain HS11286) OX=1125630 GN=KPHS_02190 PE=3 SV=1

2::A0A1C1EJB3_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella quasipneumoniae OX=1463165 GN=hupA PE=3 SV=1

2::A0A1F2M4C4_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella sp. HMSC16C06 OX=1581110 GN=HMPREF3142_11150 PE=3 SV=1

2::A0A1X7M486_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cedecea sp. NFIX57 OX=1566286 GN=SAMN03159353_104127 PE=3 SV=1

2::A0A223UHP4_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella quasivariicola OX=2026240 GN=hupA PE=3 SV=1

2::A0A291E476_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cedecea neteri OX=158822 GN=hupA PE=3 SV=1

10  per page 1 

http://scpc22044/mascot/cgi/client.pl?modification;file=..%2Fdata%2F20250721%2FF001763.msr;mod_name=Oxidation%20%28M%29
http://scpc22044/mascot/cgi/master_results_2.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_show_decoy_report=1;_sigthreshold=0.05
http://scpc22044/mascot/help/msms_summaries_help.html#HITLIST1
http://scpc22044/mascot/cgi/master_results_2.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_sigthreshold=0.05;pr.eh=1%2C1p#tc:rf:hits:1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A086I6S5_KLEPN;px=1
http://scpc22044/mascot/cgi/master_results_2.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_sigthreshold=0.05;pr.eh=1;pr.es=1%3A1#tc:rf:hits:1:1:sameset
http://scpc22044/mascot/cgi/master_results_2.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_sigthreshold=0.05;pr.eh=1;pr.es=1%3A1#tc:rf:hits:1:1:sameset
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A087FL90_KLEVA;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A094Z809_KLEAE;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A0D5WXI5_9ENTR;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A0E1CLK0_KLEPN;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A0H3FPC6_KLEAK;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A0H3GLR9_KLEPH;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A1C1EJB3_9ENTR;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A1F2M4C4_9ENTR;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A1X7M486_9ENTR;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A223UHP4_9ENTR;px=1
http://scpc22044/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20250721%2FF001763.msr;_msresflags=3138;_msresflags2=266;_sigthreshold=0.05;ave_thresh=36;db_idx=2;hit=A0A291E476_9ENTR;px=1
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Query Dupes Observed Mr(expt) Mr(calc) ppm  M Score Expect Rank U Peptide
1   9472.2678 9471.2605 9471.1467 12.0 0 92 1.5e-07 1 U -.MNKTQLIDVIADKADLSKAQAKAALESTLAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK.-

Score Mass Matches Sequences
2::A0A2P8VEF7_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Siccibacter turicensis OX=357233 GN=C7G83_19460 PE=3 SV=1

2::A0A2S9U8K4_CROS 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter sakazakii OX=28141 GN=hupA PE=3 SV=1

2::A0A2T7AQJ6_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter muytjensii OX=413501 GN=AUN14_15325 PE=3 SV=1

2::A0A2T7B5A5_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter turicensis OX=413502 GN=BS411_10565 PE=3 SV=1

2::A0A2W0U2V0_KLE 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae subsp. pneumoniae OX=72407 GN=hupA PE=3 SV=1

2::A0A376DYE1_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter universalis NCTC 9529 OX=1074000 GN=hupA PE=3 SV=1

2::A0A377YXW0_KLE 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae subsp. ozaenae OX=574 GN=hupA PE=3 SV=1

2::A0A3Q9U9E9_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella sp. LY OX=2015795 GN=CE636_16405 PE=3 SV=1

2::A0A3S4MHA5_9EN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cedecea lapagei OX=158823 GN=hupA PE=3 SV=1

2::A0A4P8YFQ2_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Jejubacter calystegiae OX=2579935 GN=hupA PE=3 SV=1

2::A0A4R3Z9Y6_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Raoultella sp. BIGb0138 OX=2485115 GN=EDF73_12034 PE=3 SV=1

2::A0A6B8MMU0_KLE 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella oxytoca OX=571 GN=hupA PE=3 SV=1

2::A0A6H1FMK6_9EN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cedecea sp. FDAARGOS_727 OX=2545798 GN=hupA PE=3 SV=1

2::A0A7H0MJB2_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Kosakonia sp. SMBL-WEM22 OX=2725560 GN=hupA PE=3 SV=1

2::A0A7U2ZR01_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella africana OX=2489010 GN=hupA PE=3 SV=1

2::A0A806X8Q6_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=[Enterobacter] lignolyticus OX=1334193 GN=AO703_01140 PE=3 SV=1

2::A0A807L905_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Kosakonia cowanii JCM 10956 = DSM 18146 OX=1300165 GN=BWI95_00665 PE=3 SV=1

2::A0A844CG21_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Enterobacteriaceae bacterium RIT693 OX=2666197 GN=hupA PE=3 SV=1

2::A0A850F8L2_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Enterobacteriaceae bacterium BIT-l23 OX=2742797 GN=hupA PE=3 SV=1

2::A0A9P1KTI4_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella quasipneumoniae subsp. quasipneumoniae OX=1667327 GN=hupA PE=3 SV=1

2::A0A9Q2DMC0_9EN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella sp. Kps OX=2758579 GN=hupA PE=3 SV=1

2::A0A9Q4T8Q3_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter dublinensis OX=413497 GN=EHJ13_21645 PE=3 SV=1

2::A0A9W5J5W1_9EN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Enterobacter sp. Ag1 OX=1202448 GN=A936_17526 PE=3 SV=1

2::A0AA90GVY2_9ENT 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Kosakonia sp. HypNH10 OX=2980101 GN=hupA PE=4 SV=1

2::W1DNP4_KLEPN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae IS43 OX=1432552 PE=3 SV=1

2::E3G343_ENTLS 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Enterobacter lignolyticus (strain SCF1) OX=701347 GN=Entcl_4159 PE=3 SV=1

2::S3J8I5_9ENTR 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cedecea davisae DSM 4568 OX=566551 GN=HMPREF0201_00033 PE=3 SV=1

2::B5XYD8_KLEP3 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae (strain 342) OX=507522 GN=hupA PE=3 SV=1

2::V5U491_9ENTR 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter malonaticus OX=413503 GN=C3E80_19780 PE=3 SV=1

2::A6TGQ7_KLEP7 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae subsp. pneumoniae (strain ATCC 700721 / MGH 78578) OX=272620 GN=hupA PE=3 SV=1

2::A7MJ87_CROS8 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter sakazakii (strain ATCC BAA-894) OX=290339 GN=ESA_03673 PE=3 SV=1

2::K7ZYZ6_9ENTR 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter condimenti 1330 OX=1073999 GN=BN137_723 PE=3 SV=1

2::K8CI34_CROSK 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter sakazakii 701 OX=1208663 GN=BN129_3674 PE=3 SV=1

2::K8DFI3_CROSK 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter sakazakii 696 OX=1208664 GN=BN128_3575 PE=3 SV=1

2::W8VDD5_KLEPN 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Klebsiella pneumoniae 30684/NJST258_2 OX=1420013 GN=KPNJ2_00441 PE=3 SV=1

2::C9XTE6_CROTZ 92 9471 1 (1) 1 (1)
DNA-binding protein HU-alpha OS=Cronobacter turicensis (strain DSM 18703 / CCUG 55852 / LMG 23827 / z3032) OX=693216 GN=hupA PE=3 SV=1

1 peptide matches (1 non-duplicate, 0 duplicate)
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MASCOT Search Results
Protein View: A0A086I6S5_KLEPN

DNA-binding protein HU-alpha OS=Klebsiella pneumoniae OX=573 GN=hupA PE=3 SV=1

Detailed information about this protein hit is shown below. (help)

Database: Trembl_22_05_2024
Score: 92
Monoisotopic mass (Mr): 9471

Calculated pI: 9.57
Taxonomy: Klebsiella pneumoniae

Sequence similarity is available as an NCBI BLAST search of A0A086I6S5_KLEPN against nr.

Search parameters

MS data file: K_pneumoniae_VIM1_9470_Da.mgf

Enzyme: NoCleave: cuts C-term side of J unless next residue is ABCDEFGHIJKLMNOPQRSTUVWXYZ.
Variable modifications: Oxidation (M)

Protein sequence coverage: 100%

Matched peptides shown in bold red.

1 MNKTQLIDVI ADKADLSKAQ AKAALESTLA AITESLKEGD AVQLVGFGTF

51 KVNHRAERTG RNPQTGKEIK IAAANVPAFV SGKALKDAVK

Unformatted sequence string: 90 residues (for pasting into other applications).

Sort by  residue number  increasing mass  decreasing mass
Show  matched peptides only  predicted peptides also

Query Start – End Observed Mr(expt) Mr(calc) ppm  M Score Expect Rank U Peptide
1 1 – 90 9472.2678 9471.2605 9471.1467 12.0 0 92 1.5e-07 1 U -.MNKTQLIDVIADKADLSKAQAKAALESTLAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK.-

ID   A0A086I6S5_KLEPN        Unreviewed;        90 AA.
AC   A0A086I6S5; A0A0J2G3Y5; A0A4V0HJU7;
DT   29-OCT-2014, integrated into UniProtKB/TrEMBL.
DT   29-OCT-2014, sequence version 1.
DT   18-JUN-2025, entry version 87.
DE   RecName: Full=DNA-binding protein HU-alpha {ECO:0000256|ARBA:ARBA00039360};
DE   AltName: Full=HU-2 {ECO:0000256|ARBA:ARBA00041400};
DE   AltName: Full=NS2 {ECO:0000256|ARBA:ARBA00031534, ECO:0000256|ARBA:ARBA00032034};
GN   Name=hupA {ECO:0000313|EMBL:SXN34013.1};
GN   ORFNames=B5L96_09065 {ECO:0000313|EMBL:OVF74521.1}, B6I68_29260
GN   {ECO:0000313|EMBL:PLE24172.1}, BANRA_01515
GN   {ECO:0000313|EMBL:VCV74244.1}, BL124_00009465
GN   {ECO:0000313|EMBL:ROG99069.1}, CP554_24130
GN   {ECO:0000313|EMBL:PVU60120.1}, DM078_26290
GN   {ECO:0000313|EMBL:RBZ17003.1}, DW286_26715
GN   {ECO:0000313|EMBL:RDT85044.1}, E1814_24765
GN   {ECO:0000313|EMBL:TDJ93081.1}, EAO17_15200
GN   {ECO:0000313|EMBL:RRF07461.1}, FME62_26840
GN   {ECO:0000313|EMBL:MSS34360.1}, FXN67_24615
GN   {ECO:0000313|EMBL:TYL73673.1}, G4V31_27240
GN   {ECO:0000313|EMBL:NGN75773.1}, GJJ01_26900
GN   {ECO:0000313|EMBL:MRJ99543.1}, GJJ08_025445
GN   {ECO:0000313|EMBL:QOU51607.1}, GJJ18_24480
GN   {ECO:0000313|EMBL:MRL38561.1}, GNF00_27100
GN   {ECO:0000313|EMBL:MUA43494.1}, H3G96_025545
GN   {ECO:0000313|EMBL:QQL33423.1}, IE987_03025
GN   {ECO:0000313|EMBL:MBD3707804.1}, JMZ77_25120
GN   {ECO:0000313|EMBL:QQZ71395.1}, KPZU09_48950
GN   {ECO:0000313|EMBL:GHK55159.1}, LS45_27305
GN   {ECO:0000313|EMBL:KII01143.1}, NCTC11679_05415
GN   {ECO:0000313|EMBL:STV73210.1}, NCTC13443_00932
GN   {ECO:0000313|EMBL:STT00646.1}, NCTC13465_05240
GN   {ECO:0000313|EMBL:SQC49040.1}, NCTC13635_03237
GN   {ECO:0000313|EMBL:VEB02921.1}, NCTC204_01561
GN   {ECO:0000313|EMBL:STU80583.1}, NCTC5047_03254
GN   {ECO:0000313|EMBL:STT82298.1}, NCTC5051_05049
GN   {ECO:0000313|EMBL:STU53965.1}, NCTC5052_03601
GN   {ECO:0000313|EMBL:STT95126.1}, NCTC5053_04523
GN   {ECO:0000313|EMBL:STV39518.1}, NCTC8849_00314
GN   {ECO:0000313|EMBL:STT51806.1}, NCTC9128_04120
GN   {ECO:0000313|EMBL:SQC16162.1}, NCTC9140_01026
GN   {ECO:0000313|EMBL:STS79353.1}, NCTC9617_07031
GN   {ECO:0000313|EMBL:STX08004.1}, NCTC9637_06272
GN   {ECO:0000313|EMBL:STT51247.1}, NCTC9645_02196
GN   {ECO:0000313|EMBL:SQC21359.1}, Q6294_26480
GN   {ECO:0000313|EMBL:MDP0970564.1}, SAMEA104567804_05032
GN   {ECO:0000313|EMBL:VGD41728.1}, SAMEA2273558_05217
GN   {ECO:0000313|EMBL:SBH49495.1}, SAMEA3499874_05052
GN   {ECO:0000313|EMBL:SXG19142.1}, SAMEA3499901_05070
GN   {ECO:0000313|EMBL:SXN34013.1}, SAMEA3515122_05101
GN   {ECO:0000313|EMBL:SYH37655.1}, SAMEA3538828_04903
GN   {ECO:0000313|EMBL:SYR47761.1}, SAMEA3649591_05013
GN   {ECO:0000313|EMBL:SVN66957.1}, SAMEA3649733_05427
GN   {ECO:0000313|EMBL:SVS29667.1}, SAMEA3720909_05004
GN   {ECO:0000313|EMBL:SWF77219.1}, SAMEA3729652_04860
GN   {ECO:0000313|EMBL:SWT22158.1}, SAMEA4364603_05179
GN   {ECO:0000313|EMBL:SSK60927.1}, SAMEA4873632_05184
GN   {ECO:0000313|EMBL:VGL17218.1};
OS   Klebsiella pneumoniae.
OC   Bacteria; Pseudomonadati; Pseudomonadota; Gammaproteobacteria;
OC   Enterobacterales; Enterobacteriaceae; Klebsiella/Raoultella group;
OC   Klebsiella; Klebsiella pneumoniae complex.
OX   NCBI_TaxID=573 {ECO:0000313|EMBL:SXN34013.1, ECO:0000313|Proteomes:UP000259975};
RN   [1] {ECO:0000313|EMBL:KII01143.1, ECO:0000313|Proteomes:UP000031820}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=UMNturkey9 {ECO:0000313|EMBL:KII01143.1,
RC   ECO:0000313|Proteomes:UP000031820};
RA   Lang K., Dorn K., Danzeisen J., Johnson T.;
RT   "Plasmid movement, recombination, and chromosomal integration amongst
RT   multidrug resistant commensal Escherichia coli clones within a single
RT   commercial turkey flock.";
RL   Submitted (OCT-2014) to the EMBL/GenBank/DDBJ databases.
RN   [2] {ECO:0000313|EMBL:PLE24172.1, ECO:0000313|Proteomes:UP000234439}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=COL-Kpn30 {ECO:0000313|EMBL:PLE24172.1,
RC   ECO:0000313|Proteomes:UP000234439};
RX   PubMed=29029188; DOI=.1093/infdis/jix524;
RA   Rojas L.J., Weinstock G.M., De La Cadena E., Diaz L., Rios R., Hanson B.M.,
RA   Brown J.S., Vats P., Phillips D.S., Nguyen H., Hujer K.M., Correa A.,
RA   Adams M.D., Perez F., Sodergren E., Narechania A., Planet P.J.,
RA   Villegas M.V., Bonomo R.A., Arias C.A.;
RT   "An Analysis of the Epidemic of Klebsiella pneumoniae Carbapenemase-
RT   Producing K. pneumoniae: Convergence of Two Evolutionary Mechanisms Creates
RT   the Perfect Storm.";
RL   J. Infect. Dis. 217:82-92(2017).
RN   [3] {ECO:0000313|EMBL:OVF74521.1, ECO:0000313|Proteomes:UP000196447}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=39383 {ECO:0000313|EMBL:OVF74521.1,
RC   ECO:0000313|Proteomes:UP000196447};
RA   Fouts D., Stalin M.J., Chen L., Wright M., Sutton G., Nguyen K.,
RA   Vanduin D., Rojas L., Hujer A., Hujer K., Bonomo R., Kreiswirth B.,
RA   Adams M.;
RL   Submitted (MAR-2017) to the EMBL/GenBank/DDBJ databases.
RN   [4] {ECO:0000313|EMBL:PVU60120.1, ECO:0000313|Proteomes:UP000245817}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=HH516E4IA {ECO:0000313|EMBL:PVU60120.1,
RC   ECO:0000313|Proteomes:UP000245817};
RA   Founou L., Founou R.C., Allam M., Ismail A., Essack S.Y.;
RT   "Molecular Epidemiology of Livestock-Associated Methicillin Resistant
RT   Staphylococcus aureus (LA-MRSA) and Extended-Spectrum Beta-Lactamase
RT   (ESBL)-Producing Enterobacteriaceae in Pigs and Exposed Workers in Cameroon
RT   and South Africa.";
RL   Submitted (SEP-2017) to the EMBL/GenBank/DDBJ databases.
RN   [5] {ECO:0000313|Proteomes:UP000250675, ECO:0000313|Proteomes:UP000251088}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=NCTC11679 {ECO:0000313|EMBL:STV73210.1,
RC   ECO:0000313|Proteomes:UP000255239}, NCTC13443
RC   {ECO:0000313|EMBL:STT00646.1, ECO:0000313|Proteomes:UP000255518},
RC   NCTC13465 {ECO:0000313|EMBL:SQC49040.1,
RC   ECO:0000313|Proteomes:UP000251721}, NCTC204
RC   {ECO:0000313|EMBL:STU80583.1, ECO:0000313|Proteomes:UP000255192},
RC   NCTC5047 {ECO:0000313|EMBL:STT82298.1,
RC   ECO:0000313|Proteomes:UP000254340}, NCTC5051
RC   {ECO:0000313|EMBL:STU53965.1, ECO:0000313|Proteomes:UP000254141},
RC   NCTC5052 {ECO:0000313|EMBL:STT95126.1,
RC   ECO:0000313|Proteomes:UP000254103}, NCTC5053
RC   {ECO:0000313|EMBL:STV39518.1, ECO:0000313|Proteomes:UP000254387},
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RC   NCTC8849 {ECO:0000313|EMBL:STT51806.1,
RC   ECO:0000313|Proteomes:UP000254799}, NCTC9128
RC   {ECO:0000313|EMBL:SQC16162.1, ECO:0000313|Proteomes:UP000251088},
RC   NCTC9140 {ECO:0000313|EMBL:STS79353.1,
RC   ECO:0000313|Proteomes:UP000254938}, NCTC9617
RC   {ECO:0000313|EMBL:STX08004.1, ECO:0000313|Proteomes:UP000255167},
RC   NCTC9637 {ECO:0000313|EMBL:STT51247.1,
RC   ECO:0000313|Proteomes:UP000255099}, and NCTC9645
RC   {ECO:0000313|EMBL:SQC21359.1, ECO:0000313|Proteomes:UP000250675};
RG   Pathogen Informatics;
RA   Doyle S.;
RL   Submitted (JUN-2018) to the EMBL/GenBank/DDBJ databases.
RN   [6] {ECO:0000313|EMBL:RDT85044.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=K293 {ECO:0000313|EMBL:RDT85044.1};
RA   He F.;
RT   "Draft genome sequence of Klebsiella pneumoniae K293.";
RL   Submitted (JUL-2018) to the EMBL/GenBank/DDBJ databases.
RN   [7] {ECO:0000313|EMBL:RBZ17003.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=BC_5001 {ECO:0000313|EMBL:RBZ17003.1};
RA   Martins R.C., Perdigao-Neto L.V., Costa S.F., Levin A.S.S.;
RL   Submitted (JUL-2018) to the EMBL/GenBank/DDBJ databases.
RN   [8] {ECO:0000313|EMBL:RBZ17003.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=BC_5001 {ECO:0000313|EMBL:RBZ17003.1};
RA   Martins R.C.R., Perdigao-Neto L.V., Costa S.F., Levin A.S.S.;
RT   "Klebsiella pneumoniae genome sequencing and assembly.";
RL   Submitted (AUG-2018) to the EMBL/GenBank/DDBJ databases.
RN   [9] {ECO:0000313|Proteomes:UP000257587, ECO:0000313|Proteomes:UP000258253}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=4300STDY6470422 {ECO:0000313|EMBL:SSK60927.1,
RC   ECO:0000313|Proteomes:UP000252603}, 5012STDY7312589
RC   {ECO:0000313|EMBL:VGD41728.1, ECO:0000313|Proteomes:UP000294876},
RC   5012STDY7626430 {ECO:0000313|EMBL:VGL17218.1,
RC   ECO:0000313|Proteomes:UP000376235}, EuSCAPE_AT002
RC   {ECO:0000313|EMBL:SXG19142.1, ECO:0000313|Proteomes:UP000257587},
RC   EuSCAPE_AT029 {ECO:0000313|EMBL:SXN34013.1,
RC   ECO:0000313|Proteomes:UP000259975}, EuSCAPE_GR003
RC   {ECO:0000313|EMBL:SVN66957.1, ECO:0000313|Proteomes:UP000258905},
RC   EuSCAPE_GR114 {ECO:0000313|EMBL:SVS29667.1,
RC   ECO:0000313|Proteomes:UP000259497}, EuSCAPE_HU047
RC   {ECO:0000313|EMBL:SYR47761.1, ECO:0000313|Proteomes:UP000258253},
RC   EuSCAPE_IT093 {ECO:0000313|EMBL:SYH37655.1,
RC   ECO:0000313|Proteomes:UP000258673}, EuSCAPE_TR125
RC   {ECO:0000313|EMBL:SWT22158.1, ECO:0000313|Proteomes:UP000258798},
RC   EuSCAPE_UK014 {ECO:0000313|EMBL:SWF77219.1,
RC   ECO:0000313|Proteomes:UP000259364}, K480
RC   {ECO:0000313|EMBL:SBH49495.1}, k480
RC   {ECO:0000313|Proteomes:UP000077826}, and NCTC13635
RC   {ECO:0000313|EMBL:VEB02921.1, ECO:0000313|Proteomes:UP000282433};
RG   Pathogen Informatics;
RL   Submitted (AUG-2018) to the EMBL/GenBank/DDBJ databases.
RN   [10] {ECO:0000313|EMBL:ROG99069.1, ECO:0000313|Proteomes:UP000283322}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=CRK0165 {ECO:0000313|EMBL:ROG99069.1,
RC   ECO:0000313|Proteomes:UP000283322};
RA   Vanduin D., Fouts D., Wright M., Sutton G., Nguyen K., Kreiswirth B.,
RA   Chen L., Rojas L., Hujer A., Hujer K., Bonomo R., Adams M.;
RL   Submitted (OCT-2018) to the EMBL/GenBank/DDBJ databases.
RN   [11] {ECO:0000313|EMBL:RRF07461.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=KLPN_104 {ECO:0000313|EMBL:RRF07461.1};
RA   Fan Y., Timp W., Bergman Y., Tamma P., Simner P.;
RL   Submitted (OCT-2018) to the EMBL/GenBank/DDBJ databases.
RN   [12] {ECO:0000313|EMBL:VCV74244.1, ECO:0000313|Proteomes:UP000269921}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=Kpneu006 {ECO:0000313|EMBL:VCV74244.1};
RA   Noll B N.;
RL   Submitted (OCT-2018) to the EMBL/GenBank/DDBJ databases.
RN   [13] {ECO:0000313|EMBL:RRF07461.1, ECO:0000313|Proteomes:UP000275975}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=KLPN_104 {ECO:0000313|EMBL:RRF07461.1,
RC   ECO:0000313|Proteomes:UP000275975};
RX   PubMed=30373801;
RA   Tamma P.D., Fan Y., Bergman Y., Pertea G., Kazmi A., Lewis S.,
RA   Carroll K.C., Schatz M.C., Timp W., Simner P.J.;
RT   "Applying Rapid Whole Genome Sequencing to Predict Phenotypic Antimicrobial
RT   Susceptibility Testing Results Among Carbapenem-Resistant Klebsiella
RT   pneumoniae Clinical Isolates.";
RL   Antimicrob. Agents Chemother. 0:0-0(2019).
RN   [14] {ECO:0000313|EMBL:TDJ93081.1, ECO:0000313|Proteomes:UP000294951}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=RJ1071 {ECO:0000313|EMBL:TDJ93081.1,
RC   ECO:0000313|Proteomes:UP000294951};
RA   Wang S.;
RT   "Multidrug-Resistant Klebsiella pneumoniae Clinical Bloodstream Isolates in
RT   Shanghai, China.";
RL   Submitted (MAR-2019) to the EMBL/GenBank/DDBJ databases.
RN   [15] {ECO:0000313|EMBL:MSS34360.1, ECO:0000313|Proteomes:UP000468995}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=EN5275 {ECO:0000313|EMBL:MSS34360.1,
RC   ECO:0000313|Proteomes:UP000468995};
RA   Mukherjee S., Naha S., Bhadury P., Basu S.;
RT   "Genome sequence of OXA-232-producing Klebsiella pneumoniae ST23 from
RT   septicemic neonate.";
RL   Submitted (JUL-2019) to the EMBL/GenBank/DDBJ databases.
RN   [16] {ECO:0000313|EMBL:TYL73673.1, ECO:0000313|Proteomes:UP000322977}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=UCO-494 {ECO:0000313|EMBL:TYL73673.1,
RC   ECO:0000313|Proteomes:UP000322977};
RA   Morales-Leon F., Caro C., Opazo-Capurro A., Lincopan N.,
RA   Dominguez-Yevenes M., Lima C., Bello-Toledo H., Gonzalez-Rocha G.;
RT   "Phenotypic and genetic characterization of extended-spectrum b-lactamase-
RT   producing hypermucoviscous Klebsiella pneumoniae from Chile.";
RL   Submitted (AUG-2019) to the EMBL/GenBank/DDBJ databases.
RN   [17] {ECO:0000313|EMBL:MUA43494.1, ECO:0000313|Proteomes:UP000485085}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=KP_38044 {ECO:0000313|EMBL:MUA43494.1,
RC   ECO:0000313|Proteomes:UP000485085};
RA   Zhou K.;
RT   "Emergence of a novel subclone of carbapenem-resistant Klebsiella
RT   pneumoniae ST11 with enhanced virulence and transmissibility: a molecular
RT   epidemiological, clinical, genomic study.";
RL   Submitted (NOV-2019) to the EMBL/GenBank/DDBJ databases.
RN   [18] {ECO:0000313|EMBL:MRJ99543.1, ECO:0000313|Proteomes:UP000441029}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=CriePir115 {ECO:0000313|EMBL:MRL38561.1}, and CriePir226
RC   {ECO:0000313|EMBL:MRJ99543.1, ECO:0000313|Proteomes:UP000441029};
RA   Shelenkov A., Mikhaylova Y., Yanushevich Y., Samoilov A., Petrova L.,
RA   Fomina V., Gusarov V., Zamyatin M., Shagin D.;
RT   "Molecular typing, antibiotic resistance determination and virulence
RT   profiling for 36 multidrug-resistant clinical Klebsiella pneumoniae
RT   isolates using second- and third-generation sequencing.";
RL   Submitted (NOV-2019) to the EMBL/GenBank/DDBJ databases.
RN   [19] {ECO:0000313|EMBL:QOU51607.1, ECO:0000313|Proteomes:UP000439817}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=CriePir120 {ECO:0000313|EMBL:QOU51607.1,
RC   ECO:0000313|Proteomes:UP000439817};
RX   PubMed=32429555;
RA   Shelenkov A., Mikhaylova Y., Yanushevich Y., Samoilov A., Petrova L.,
RA   Fomina V., Gusarov V., Zamyatin M., Shagin D., Akimkin V.;
RT   "Molecular Typing, Characterization of Antimicrobial Resistance, Virulence
RT   Profiling and Analysis of Whole-Genome Sequence of Clinical Klebsiella
RT   pneumoniae Isolates.";
RL   Antibiotics 9:E261-E261(2020).
RN   [20] {ECO:0000313|EMBL:NGN75773.1, ECO:0000313|Proteomes:UP000479475}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=2429 {ECO:0000313|EMBL:NGN75773.1,
RC   ECO:0000313|Proteomes:UP000479475};
RA   Starkova P.S., Sulyan O.S., Likholetova D.V., Ageevets V.A., Lazareva I.V.,
RA   Sopova J.V., Sidorenko S.V.;
RT   "Klebsiella pneumoniae genome sequencing and assembly.";
RL   Submitted (FEB-2020) to the EMBL/GenBank/DDBJ databases.
RN   [21] {ECO:0000313|EMBL:MBD3707804.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=NK1593 {ECO:0000313|EMBL:MBD3707804.1};
RA   Gomez-Simmonds A., Annavajhala M.K., Uhlemann A.-C.;
RT   "Clinical and genomic characterization of carbapenemase-producing
RT   Enterobacterales causing secondary infections during the COVID-19 crisis at
RT   a New York City hospital.";
RL   Submitted (JUL-2020) to the EMBL/GenBank/DDBJ databases.
RN   [22] {ECO:0000313|EMBL:GHK55159.1}
RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=Zam_UTH_09 {ECO:0000313|EMBL:GHK55159.1};
RA   Shawa M., Furuta Y., Simbotwe M., Mulenga E., Mubanga M., Mulenga G.,
RA   Kaile C., Zorigt T., Hang'ombe B., Higashi H.;
RT   "Genome Sequence of ESBL Producing Zambian Clinical Strains.";
RL   Submitted (OCT-2020) to the EMBL/GenBank/DDBJ databases.
RN   [23] {ECO:0000313|EMBL:QQL33423.1, ECO:0000313|Proteomes:UP000532829}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=WCHKP090374 {ECO:0000313|EMBL:QQL33423.1,
RC   ECO:0000313|Proteomes:UP000532829};
RA   Wei L., Wen H., Liu L., Feng Y., Zong Z.;
RT   "The complete genome of Klebsiella pneumoniae strain 090374.";
RL   Submitted (DEC-2020) to the EMBL/GenBank/DDBJ databases.
RN   [24] {ECO:0000313|EMBL:QQZ71395.1, ECO:0000313|Proteomes:UP000595568}
RP   NUCLEOTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].
RC   STRAIN=59493 {ECO:0000313|EMBL:QQZ71395.1,
RC   ECO:0000313|Proteomes:UP000595568};
RA   Chen L., Kreiswirth B.;
RT   "Genome sequencing of apramycin resistant K. pneumoniae.";
RL   Submitted (JAN-2021) to the EMBL/GenBank/DDBJ databases.
RN   [25] {ECO:0000313|EMBL:MDP0970564.1}



RP   NUCLEOTIDE SEQUENCE.
RC   STRAIN=KP219 {ECO:0000313|EMBL:MDP0970564.1};
RA   Peng Z.;
RL   Submitted (JUL-2023) to the EMBL/GenBank/DDBJ databases.
CC   -!- FUNCTION: Histone-like DNA-binding protein which is capable of wrapping
CC       DNA to stabilize it, and thus to prevent its denaturation under extreme
CC       environmental conditions. {ECO:0000256|ARBA:ARBA00003819}.
CC   -!- SUBUNIT: Heterodimer of an alpha and a beta chain.
CC       {ECO:0000256|ARBA:ARBA00011870}.
CC   -!- SIMILARITY: Belongs to the bacterial histone-like protein family.
CC       {ECO:0000256|ARBA:ARBA00010529, ECO:0000256|RuleBase:RU003939}.
CC   ---------------------------------------------------------------------------
CC   Copyrighted by the UniProt Consortium, see https://www.uniprot.org/terms
CC   Distributed under the Creative Commons Attribution (CC BY 4.0) License
CC   ---------------------------------------------------------------------------
DR   EMBL; BNFF01000001; GHK55159.1; -; Genomic_DNA.
DR   EMBL; JRRF01000041; KII01143.1; -; Genomic_DNA.
DR   EMBL; JACXTE010000001; MBD3707804.1; -; Genomic_DNA.
DR   EMBL; JAUUIA010000035; MDP0970564.1; -; Genomic_DNA.
DR   EMBL; WJVL01000032; MRJ99543.1; -; Genomic_DNA.
DR   EMBL; WJWF01000037; MRL38561.1; -; Genomic_DNA.
DR   EMBL; VINI01000037; MSS34360.1; -; Genomic_DNA.
DR   EMBL; WNPO01000061; MUA43494.1; -; Genomic_DNA.
DR   EMBL; JAAKYD010000039; NGN75773.1; -; Genomic_DNA.
DR   EMBL; NDBK01000044; OVF74521.1; -; Genomic_DNA.
DR   EMBL; NCMJ01000227; PLE24172.1; -; Genomic_DNA.
DR   EMBL; PCFF01000046; PVU60120.1; -; Genomic_DNA.
DR   EMBL; CP063008; QOU51607.1; -; Genomic_DNA.
DR   EMBL; CP066534; QQL33423.1; -; Genomic_DNA.
DR   EMBL; CP068602; QQZ71395.1; -; Genomic_DNA.
DR   EMBL; QOHW01000036; RBZ17003.1; -; Genomic_DNA.
DR   EMBL; QRCF01000047; RDT85044.1; -; Genomic_DNA.
DR   EMBL; MPYG04000074; ROG99069.1; -; Genomic_DNA.
DR   EMBL; RDAM01000001; RRF07461.1; -; Genomic_DNA.
DR   EMBL; FLDK01000020; SBH49495.1; -; Genomic_DNA.
DR   EMBL; UAWN01000012; SQC16162.1; -; Genomic_DNA.
DR   EMBL; UASO01000004; SQC21359.1; -; Genomic_DNA.
DR   EMBL; UAWQ01000019; SQC49040.1; -; Genomic_DNA.
DR   EMBL; UFEU01000027; SSK60927.1; -; Genomic_DNA.
DR   EMBL; UGKQ01000007; STS79353.1; -; Genomic_DNA.
DR   EMBL; UGKT01000001; STT00646.1; -; Genomic_DNA.
DR   EMBL; UGLB01000003; STT51247.1; -; Genomic_DNA.
DR   EMBL; UGLC01000002; STT51806.1; -; Genomic_DNA.
DR   EMBL; UGLH01000006; STT82298.1; -; Genomic_DNA.
DR   EMBL; UGLJ01000002; STT95126.1; -; Genomic_DNA.
DR   EMBL; UGLU01000001; STU53965.1; -; Genomic_DNA.
DR   EMBL; UGMD01000002; STU80583.1; -; Genomic_DNA.
DR   EMBL; UGMN01000004; STV39518.1; -; Genomic_DNA.
DR   EMBL; UGMG01000001; STV73210.1; -; Genomic_DNA.
DR   EMBL; UGNC01000007; STX08004.1; -; Genomic_DNA.
DR   EMBL; UIUC01000031; SVN66957.1; -; Genomic_DNA.
DR   EMBL; UIXM01000034; SVS29667.1; -; Genomic_DNA.
DR   EMBL; UJHH01000034; SWF77219.1; -; Genomic_DNA.
DR   EMBL; UJRG01000026; SWT22158.1; -; Genomic_DNA.
DR   EMBL; UKAW01000027; SXG19142.1; -; Genomic_DNA.
DR   EMBL; UKGE01000033; SXN34013.1; -; Genomic_DNA.
DR   EMBL; UKUT01000020; SYH37655.1; -; Genomic_DNA.
DR   EMBL; ULCI01000029; SYR47761.1; -; Genomic_DNA.
DR   EMBL; SMTN01000042; TDJ93081.1; -; Genomic_DNA.
DR   EMBL; VSSY01000032; TYL73673.1; -; Genomic_DNA.
DR   EMBL; UWVH01000001; VCV74244.1; -; Genomic_DNA.
DR   EMBL; LR134162; VEB02921.1; -; Genomic_DNA.
DR   EMBL; CAAGWG010000032; VGD41728.1; -; Genomic_DNA.
DR   EMBL; CAAHCC010000019; VGL17218.1; -; Genomic_DNA.
DR   RefSeq; WP_002884342.1; NZ_WYAM01000044.1.
DR   GeneID; 93309822; -.
DR   KEGG; kpb:FH42_18270; -.
DR   KEGG; kpne:KU54_025510; -.
DR   KEGG; kpnu:LI86_25350; -.
DR   KEGG; kpx:PMK1_01865; -.
DR   OMA; ISQEKQC; -.
DR   Proteomes; UP000031820; Unassembled WGS sequence.
DR   Proteomes; UP000077826; Unassembled WGS sequence.
DR   Proteomes; UP000196447; Unassembled WGS sequence.
DR   Proteomes; UP000234439; Unassembled WGS sequence.
DR   Proteomes; UP000245817; Unassembled WGS sequence.
DR   Proteomes; UP000250675; Unassembled WGS sequence.
DR   Proteomes; UP000251088; Unassembled WGS sequence.
DR   Proteomes; UP000251721; Unassembled WGS sequence.
DR   Proteomes; UP000252603; Unassembled WGS sequence.
DR   Proteomes; UP000253559; Unassembled WGS sequence.
DR   Proteomes; UP000254103; Unassembled WGS sequence.
DR   Proteomes; UP000254141; Unassembled WGS sequence.
DR   Proteomes; UP000254340; Unassembled WGS sequence.
DR   Proteomes; UP000254387; Unassembled WGS sequence.
DR   Proteomes; UP000254657; Unassembled WGS sequence.
DR   Proteomes; UP000254799; Unassembled WGS sequence.
DR   Proteomes; UP000254938; Unassembled WGS sequence.
DR   Proteomes; UP000255099; Unassembled WGS sequence.
DR   Proteomes; UP000255167; Unassembled WGS sequence.
DR   Proteomes; UP000255192; Unassembled WGS sequence.
DR   Proteomes; UP000255239; Unassembled WGS sequence.
DR   Proteomes; UP000255518; Unassembled WGS sequence.
DR   Proteomes; UP000257587; Unassembled WGS sequence.
DR   Proteomes; UP000258253; Unassembled WGS sequence.
DR   Proteomes; UP000258673; Unassembled WGS sequence.
DR   Proteomes; UP000258798; Unassembled WGS sequence.
DR   Proteomes; UP000258905; Unassembled WGS sequence.
DR   Proteomes; UP000259364; Unassembled WGS sequence.
DR   Proteomes; UP000259497; Unassembled WGS sequence.
DR   Proteomes; UP000259975; Unassembled WGS sequence.
DR   Proteomes; UP000269921; Unassembled WGS sequence.
DR   Proteomes; UP000275975; Unassembled WGS sequence.
DR   Proteomes; UP000282433; Chromosome.
DR   Proteomes; UP000283322; Unassembled WGS sequence.
DR   Proteomes; UP000294876; Unassembled WGS sequence.
DR   Proteomes; UP000294951; Unassembled WGS sequence.
DR   Proteomes; UP000322977; Unassembled WGS sequence.
DR   Proteomes; UP000376235; Unassembled WGS sequence.
DR   Proteomes; UP000439817; Chromosome.
DR   Proteomes; UP000441029; Unassembled WGS sequence.
DR   Proteomes; UP000468995; Unassembled WGS sequence.
DR   Proteomes; UP000479475; Unassembled WGS sequence.
DR   Proteomes; UP000485085; Unassembled WGS sequence.
DR   Proteomes; UP000532829; Chromosome.
DR   Proteomes; UP000595568; Chromosome.
DR   Proteomes; UP000655094; Unassembled WGS sequence.
DR   Proteomes; UP000657739; Unassembled WGS sequence.
DR   Proteomes; UP001244490; Unassembled WGS sequence.
DR   GO; GO:0005829; C:cytosol; IEA:TreeGrafter.
DR   GO; GO:0003677; F:DNA binding; IEA:UniProtKB-KW.
DR   GO; GO:0030527; F:structural constituent of chromatin; IEA:InterPro.
DR   GO; GO:0030261; P:chromosome condensation; IEA:UniProtKB-KW.
DR   CDD; cd13831; HU; 1.
DR   FunFam; 4.10.520.10:FF:000001; DNA-binding protein HU; 1.
DR   Gene3D; 4.10.520.10; IHF-like DNA-binding proteins; 1.
DR   InterPro; IPR000119; Hist_DNA-bd.
DR   InterPro; IPR020816; Histone-like_DNA-bd_CS.
DR   InterPro; IPR010992; IHF-like_DNA-bd_dom_sf.
DR   NCBIfam; NF008023; PRK10753.1; 1.
DR   PANTHER; PTHR33175; DNA-BINDING PROTEIN HU; 1.
DR   PANTHER; PTHR33175:SF12; DNA-BINDING PROTEIN HU-ALPHA; 1.
DR   Pfam; PF00216; Bac_DNA_binding; 1.
DR   PRINTS; PR01727; DNABINDINGHU.
DR   SMART; SM00411; BHL; 1.
DR   SUPFAM; SSF47729; IHF-like DNA-binding proteins; 1.
DR   PROSITE; PS00045; HISTONE_LIKE; 1.
PE   3: Inferred from homology;
KW   DNA condensation {ECO:0000256|ARBA:ARBA00023067};
KW   DNA-binding {ECO:0000256|ARBA:ARBA00023125, ECO:0000313|EMBL:SXN34013.1}.
SQ   SEQUENCE   90 AA;  9477 MW;  3A5B4F8DC8F813C0 CRC64;
     MNKTQLIDVI ADKADLSKAQ AKAALESTLA AITESLKEGD AVQLVGFGTF KVNHRAERTG
     RNPQTGKEIK IAAANVPAFV SGKALKDAVK
//

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

MS/MS Fragmentation of MNKTQLIDVIADKADLSKAQAKAALESTLAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
Found in A0A086I6S5_KLEPN in Trembl_22_05_2024, DNA-binding protein HU-alpha OS=Klebsiella pneumoniae OX=573 GN=hupA PE=3 SV=1

Match to Query 1: 9471.260524 from(9472.267800,1+) intensity(337307.9494) index(0)
Title: Reading Top-Down experiment
Data file K_pneumoniae_VIM1_9470_Da.mgf

Monoisotopic mass of neutral peptide Mr(calc): 9471.1467
Ions Score: 92  Expect: 1.5e-07
Peak matches: 132/1794 fragment ions using 129 most intense peaks
Annotated fragments: 135/1794   (help)

# Immon. a a* a0 b b* b0 Seq. y y* y0 #
1 104.0528 104.0528     132.0478     M       90
2 87.0553 218.0958 201.0692   246.0907 229.0641   N 9341.1136 9324.0871 9323.1030 89
3 101.1073 346.1907 329.1642   374.1857 357.1591   K 9227.0707 9210.0441 9209.0601 88
4 74.0600 447.2384 430.2119 429.2279 475.2333 458.2068 457.2228 T 9098.9757 9081.9492 9080.9652 87
5 101.0709 575.2970 558.2704 557.2864 603.2919 586.2654 585.2813 Q 8997.9280 8980.9015 8979.9175 86
6 86.0964 688.3811 671.3545 670.3705 716.3760 699.3494 698.3654 L 8869.8695 8852.8429 8851.8589 85
7 86.0964 801.4651 784.4386 783.4546 829.4600 812.4335 811.4495 I 8756.7854 8739.7588 8738.7748 84
8 88.0393 916.4921 899.4655 898.4815 944.4870 927.4604 926.4764 D 8643.7013 8626.6748 8625.6908 83
9 72.0808 1015.5605 998.5339 997.5499 1043.5554 1026.5288 1025.5448 V 8528.6744 8511.6478 8510.6638 82
10 86.0964 1128.6445 1111.6180 1110.6340 1156.6395 1139.6129 1138.6289 I 8429.6060 8412.5794 8411.5954 81
11 44.0495 1199.6817 1182.6551 1181.6711 1227.6766 1210.6500 1209.6660 A 8316.5219 8299.4954 8298.5113 80
12 88.0393 1314.7086 1297.6821 1296.6980 1342.7035 1325.6770 1324.6929 D 8245.4848 8228.4582 8227.4742 79
13 101.1073 1442.8036 1425.7770 1424.7930 1470.7985 1453.7719 1452.7879 K 8130.4579 8113.4313 8112.4473 78
14 44.0495 1513.8407 1496.8141 1495.8301 1541.8356 1524.8090 1523.8250 A 8002.3629 7985.3363 7984.3523 77
15 88.0393 1628.8676 1611.8411 1610.8571 1656.8625 1639.8360 1638.8520 D 7931.3258 7914.2992 7913.3152 76
16 86.0964 1741.9517 1724.9251 1723.9411 1769.9466 1752.9200 1751.9360 L 7816.2988 7799.2723 7798.2883 75
17 60.0444 1828.9837 1811.9572 1810.9731 1856.9786 1839.9521 1838.9681 S 7703.2148 7686.1882 7685.2042 74
18 101.1073 1957.0787 1940.0521 1939.0681 1985.0736 1968.0470 1967.0630 K 7616.1827 7599.1562 7598.1722 73
19 44.0495 2028.1158 2011.0892 2010.1052 2056.1107 2039.0842 2038.1001 A 7488.0878 7471.0612 7470.0772 72
20 101.0709 2156.1744 2139.1478 2138.1638 2184.1693 2167.1427 2166.1587 Q 7417.0507 7400.0241 7399.0401 71
21 44.0495 2227.2115 2210.1849 2209.2009 2255.2064 2238.1798 2237.1958 A 7288.9921 7271.9655 7270.9815 70
22 101.1073 2355.3064 2338.2799 2337.2959 2383.3014 2366.2748 2365.2908 K 7217.9550 7200.9284 7199.9444 69
23 44.0495 2426.3436 2409.3170 2408.3330 2454.3385 2437.3119 2436.3279 A 7089.8600 7072.8335 7071.8494 68
24 44.0495 2497.3807 2480.3541 2479.3701 2525.3756 2508.3490 2507.3650 A 7018.8229 7001.7963 7000.8123 67
25 86.0964 2610.4647 2593.4382 2592.4542 2638.4597 2621.4331 2620.4491 L 6947.7858 6930.7592 6929.7752 66
26 102.0550 2739.5073 2722.4808 2721.4968 2767.5022 2750.4757 2749.4917 E 6834.7017 6817.6752 6816.6912 65
27 60.0444 2826.5394 2809.5128 2808.5288 2854.5343 2837.5077 2836.5237 S 6705.6591 6688.6326 6687.6486 64
28 74.0600 2927.5870 2910.5605 2909.5765 2955.5820 2938.5554 2937.5714 T 6618.6271 6601.6005 6600.6165 63
29 86.0964 3040.6711 3023.6446 3022.6605 3068.6660 3051.6395 3050.6554 L 6517.5794 6500.5529 6499.5689 62
30 44.0495 3111.7082 3094.6817 3093.6976 3139.7031 3122.6766 3121.6926 A 6404.4954 6387.4688 6386.4848 61
31 44.0495 3182.7453 3165.7188 3164.7348 3210.7402 3193.7137 3192.7297 A 6333.4582 6316.4317 6315.4477 60
32 86.0964 3295.8294 3278.8028 3277.8188 3323.8243 3306.7978 3305.8137 I 6262.4211 6245.3946 6244.4106 59
33 74.0600 3396.8771 3379.8505 3378.8665 3424.8720 3407.8454 3406.8614 T 6149.3371 6132.3105 6131.3265 58
34 102.0550 3525.9197 3508.8931 3507.9091 3553.9146 3536.8880 3535.9040 E 6048.2894 6031.2628 6030.2788 57
35 60.0444 3612.9517 3595.9251 3594.9411 3640.9466 3623.9201 3622.9360 S 5919.2468 5902.2202 5901.2362 56
36 86.0964 3726.0358 3709.0092 3708.0252 3754.0307 3737.0041 3736.0201 L 5832.2148 5815.1882 5814.2042 55
37 101.1073 3854.1307 3837.1042 3836.1202 3882.1256 3865.0991 3864.1151 K 5719.1307 5702.1042 5701.1201 54
38 102.0550 3983.1733 3966.1468 3965.1627 4011.1682 3994.1417 3993.1577 E 5591.0357 5574.0092 5573.0252 53
39 30.0338 4040.1948 4023.1682 4022.1842 4068.1897 4051.1631 4050.1791 G 5461.9931 5444.9666 5443.9826 52
40 88.0393 4155.2217 4138.1952 4137.2112 4183.2166 4166.1901 4165.2061 D 5404.9717 5387.9451 5386.9611 51
41 44.0495 4226.2588 4209.2323 4208.2483 4254.2537 4237.2272 4236.2432 A 5289.9447 5272.9182 5271.9342 50
42 72.0808 4325.3272 4308.3007 4307.3167 4353.3222 4336.2956 4335.3116 V 5218.9076 5201.8811 5200.8971 49
43 101.0709 4453.3858 4436.3593 4435.3753 4481.3807 4464.3542 4463.3702 Q 5119.8392 5102.8127 5101.8286 48
44 86.0964 4566.4699 4549.4433 4548.4593 4594.4648 4577.4383 4576.4542 L 4991.7806 4974.7541 4973.7701 47
45 72.0808 4665.5383 4648.5118 4647.5277 4693.5332 4676.5067 4675.5227 V 4878.6966 4861.6700 4860.6860 46
46 30.0338 4722.5598 4705.5332 4704.5492 4750.5547 4733.5281 4732.5441 G 4779.6282 4762.6016 4761.6176 45
47 120.0808 4869.6282 4852.6016 4851.6176 4897.6231 4880.5965 4879.6125 F 4722.6067 4705.5801 4704.5961 44
48 30.0338 4926.6496 4909.6231 4908.6391 4954.6446 4937.6180 4936.6340 G 4575.5383 4558.5117 4557.5277 43
49 74.0600 5027.6973 5010.6708 5009.6868 5055.6922 5038.6657 5037.6817 T 4518.5168 4501.4903 4500.5062 42
50 120.0808 5174.7657 5157.7392 5156.7552 5202.7607 5185.7341 5184.7501 F 4417.4691 4400.4426 4399.4586 41
51 101.1073 5302.8607 5285.8342 5284.8501 5330.8556 5313.8291 5312.8451 K 4270.4007 4253.3742 4252.3902 40
52 72.0808 5401.9291 5384.9026 5383.9185 5429.9240 5412.8975 5411.9135 V 4142.3058 4125.2792 4124.2952 39
53 87.0553 5515.9720 5498.9455 5497.9615 5543.9670 5526.9404 5525.9564 N 4043.2373 4026.2108 4025.2268 38
54 110.0713 5653.0310 5636.0044 5635.0204 5681.0259 5663.9993 5663.0153 H 3929.1944 3912.1679 3911.1838 37
55 129.1135 5809.1321 5792.1055 5791.1215 5837.1270 5820.1004 5819.1164 R 3792.1355 3775.1090 3774.1249 36
56 44.0495 5880.1692 5863.1426 5862.1586 5908.1641 5891.1375 5890.1535 A 3636.0344 3619.0078 3618.0238 35
57 102.0550 6009.2118 5992.1852 5991.2012 6037.2067 6020.1801 6019.1961 E 3564.9973 3547.9707 3546.9867 34
58 129.1135 6165.3129 6148.2863 6147.3023 6193.3078 6176.2812 6175.2972 R 3435.9547 3418.9281 3417.9441 33
59 74.0600 6266.3606 6249.3340 6248.3500 6294.3555 6277.3289 6276.3449 T 3279.8536 3262.8270 3261.8430 32
60 30.0338 6323.3820 6306.3555 6305.3715 6351.3769 6334.3504 6333.3664 G 3178.8059 3161.7793 3160.7953 31
61 129.1135 6479.4831 6462.4566 6461.4726 6507.4781 6490.4515 6489.4675 R 3121.7844 3104.7579 3103.7739 30
62 87.0553 6593.5261 6576.4995 6575.5155 6621.5210 6604.4944 6603.5104 N 2965.6833 2948.6568 2947.6728 29
63 70.0651 6690.5788 6673.5523 6672.5683 6718.5737 6701.5472 6700.5632 P 2851.6404 2834.6138 2833.6298 28
64 101.0709 6818.6374 6801.6109 6800.6268 6846.6323 6829.6058 6828.6218 Q 2754.5876 2737.5611 2736.5771 27
65 74.0600 6919.6851 6902.6585 6901.6745 6947.6800 6930.6534 6929.6694 T 2626.5290 2609.5025 2608.5185 26
66 30.0338 6976.7065 6959.6800 6958.6960 7004.7015 6987.6749 6986.6909 G 2525.4814 2508.4548 2507.4708 25
67 101.1073 7104.8015 7087.7750 7086.7909 7132.7964 7115.7699 7114.7859 K 2468.4599 2451.4334 2450.4493 24
68 102.0550 7233.8441 7216.8176 7215.8335 7261.8390 7244.8125 7243.8285 E 2340.3649 2323.3384 2322.3544 23
69 86.0964 7346.9282 7329.9016 7328.9176 7374.9231 7357.8965 7356.9125 I 2211.3224 2194.2958 2193.3118 22
70 101.1073 7475.0231 7457.9966 7457.0126 7503.0180 7485.9915 7485.0075 K 2098.2383 2081.2117 2080.2277 21
71 86.0964 7588.1072 7571.0806 7570.0966 7616.1021 7599.0756 7598.0915 I 1970.1433 1953.1168 1952.1328 20
72 44.0495 7659.1443 7642.1178 7641.1337 7687.1392 7670.1127 7669.1287 A 1857.0593 1840.0327 1839.0487 19
73 44.0495 7730.1814 7713.1549 7712.1709 7758.1763 7741.1498 7740.1658 A 1786.0221 1768.9956 1768.0116 18
74 44.0495 7801.2185 7784.1920 7783.2080 7829.2135 7812.1869 7811.2029 A 1714.9850 1697.9585 1696.9745 17
75 87.0553 7915.2615 7898.2349 7897.2509 7943.2564 7926.2298 7925.2458 N 1643.9479 1626.9214 1625.9374 16
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76 72.0808 8014.3299 7997.3033 7996.3193 8042.3248 8025.2982 8024.3142 V 1529.9050 1512.8784 1511.8944 15
77 70.0651 8111.3826 8094.3561 8093.3721 8139.3776 8122.3510 8121.3670 P 1430.8366 1413.8100 1412.8260 14
78 44.0495 8182.4198 8165.3932 8164.4092 8210.4147 8193.3881 8192.4041 A 1333.7838 1316.7573 1315.7732 13
79 120.0808 8329.4882 8312.4616 8311.4776 8357.4831 8340.4565 8339.4725 F 1262.7467 1245.7201 1244.7361 12
80 72.0808 8428.5566 8411.5300 8410.5460 8456.5515 8439.5249 8438.5409 V 1115.6783 1098.6517 1097.6677 11
81 60.0444 8515.5886 8498.5621 8497.5780 8543.5835 8526.5570 8525.5730 S 1016.6099 999.5833 998.5993 10
82 30.0338 8572.6101 8555.5835 8554.5995 8600.6050 8583.5784 8582.5944 G 929.5778 912.5513 911.5673 9
83 101.1073 8700.7050 8683.6785 8682.6945 8728.7000 8711.6734 8710.6894 K 872.5564 855.5298 854.5458 8
84 44.0495 8771.7422 8754.7156 8753.7316 8799.7371 8782.7105 8781.7265 A 744.4614 727.4349 726.4509 7
85 86.0964 8884.8262 8867.7997 8866.8157 8912.8211 8895.7946 8894.8106 L 673.4243 656.3978 655.4137 6
86 101.1073 9012.9212 8995.8946 8994.9106 9040.9161 9023.8895 9022.9055 K 560.3402 543.3137 542.3297 5
87 88.0393 9127.9481 9110.9216 9109.9376 9155.9430 9138.9165 9137.9325 D 432.2453 415.2187 414.2347 4
88 44.0495 9198.9852 9181.9587 9180.9747 9226.9802 9209.9536 9208.9696 A 317.2183 300.1918   3
89 72.0808 9298.0537 9281.0271 9280.0431 9326.0486 9309.0220 9308.0380 V 246.1812 229.1547   2
90 101.1073             K 147.1128 130.0863   1

Seq ya yb Seq ya yb Seq ya yb
NK 215.1503 243.1452 NKT 316.1979 344.1928 NKTQ 444.2565 472.2514
NKTQL 557.3406 585.3355 NKTQLI 670.4246 698.4196 KT 202.1550 230.1499
KTQ 330.2136 358.2085 KTQL 443.2976 471.2926 KTQLI 556.3817 584.3766
KTQLID 671.4087 699.4036 TQ 202.1186 230.1135 TQL 315.2027 343.1976
TQLI 428.2867 456.2817 TQLID 543.3137 571.3086 TQLIDV 642.3821 670.3770
QL 214.1550 242.1499 QLI 327.2391 355.2340 QLID 442.2660 470.2609
QLIDV 541.3344 569.3293 QLIDVI 654.4185 682.4134 LI 199.1805 227.1754
LID 314.2074 342.2023 LIDV 413.2758 441.2708 LIDVI 526.3599 554.3548
LIDVIA 597.3970 625.3919 ID 201.1234 229.1183 IDV 300.1918 328.1867
IDVI 413.2758 441.2708 IDVIA 484.3130 512.3079 IDVIAD 599.3399 627.3348
DV 187.1077 215.1026 DVI 300.1918 328.1867 DVIA 371.2289 399.2238
DVIAD 486.2558 514.2508 DVIADK 614.3508 642.3457 DVIADKA 685.3879  
VI 185.1648 213.1598 VIA 256.2020 284.1969 VIAD 371.2289 399.2238
VIADK 499.3239 527.3188 VIADKA 570.3610 598.3559 VIADKAD 685.3879  
IA 157.1335 185.1285 IAD 272.1605 300.1554 IADK 400.2554 428.2504
IADKA 471.2926 499.2875 IADKAD 586.3195 614.3144 IADKADL 699.4036  
AD 159.0764 187.0713 ADK 287.1714 315.1663 ADKA 358.2085 386.2034
ADKAD 473.2354 501.2304 ADKADL 586.3195 614.3144 ADKADLS 673.3515  
DK 216.1343 244.1292 DKA 287.1714 315.1663 DKAD 402.1983 430.1932
DKADL 515.2824 543.2773 DKADLS 602.3144 630.3093 KA 172.1444 200.1394
KAD 287.1714 315.1663 KADL 400.2554 428.2504 KADLS 487.2875 515.2824
KADLSK 615.3824 643.3774 KADLSKA 686.4196   ADL 272.1605 300.1554
ADLS 359.1925 387.1874 ADLSK 487.2875 515.2824 ADLSKA 558.3246 586.3195
ADLSKAQ 686.3832   DL 201.1234 229.1183 DLS 288.1554 316.1503
DLSK 416.2504 444.2453 DLSKA 487.2875 515.2824 DLSKAQ 615.3461 643.3410
DLSKAQA 686.3832   LS 173.1285 201.1234 LSK 301.2234 329.2183
LSKA 372.2605 400.2554 LSKAQ 500.3191 528.3140 LSKAQA 571.3562 599.3511
LSKAQAK 699.4512   SK 188.1394 216.1343 SKA 259.1765 287.1714
SKAQ 387.2350 415.2300 SKAQA 458.2722 486.2671 SKAQAK 586.3671 614.3620
SKAQAKA 657.4042 685.3992 KAQ 300.2030 328.1979 KAQA 371.2401 399.2350
KAQAK 499.3351 527.3300 KAQAKA 570.3722 598.3671 KAQAKAA 641.4093 669.4042
AQ 172.1081 200.1030 AQA 243.1452 271.1401 AQAK 371.2401 399.2350
AQAKA 442.2772 470.2722 AQAKAA 513.3144 541.3093 AQAKAAL 626.3984 654.3933
QA 172.1081 200.1030 QAK 300.2030 328.1979 QAKA 371.2401 399.2350
QAKAA 442.2772 470.2722 QAKAAL 555.3613 583.3562 QAKAALE 684.4039  
AK 172.1444 200.1394 AKA 243.1816 271.1765 AKAA 314.2187 342.2136
AKAAL 427.3027 455.2976 AKAALE 556.3453 584.3402 AKAALES 643.3774 671.3723
KAA 243.1816 271.1765 KAAL 356.2656 384.2605 KAALE 485.3082 513.3031
KAALES 572.3402 600.3352 KAALEST 673.3879   AA 115.0866 143.0815
AAL 228.1707 256.1656 AALE 357.2132 385.2082 AALES 444.2453 472.2402
AALEST 545.2930 573.2879 AALESTL 658.3770 686.3719 AL 157.1335 185.1285
ALE 286.1761 314.1710 ALES 373.2082 401.2031 ALEST 474.2558 502.2508
ALESTL 587.3399 615.3348 ALESTLA 658.3770 686.3719 LE 215.1390 243.1339
LES 302.1710 330.1660 LEST 403.2187 431.2136 LESTL 516.3028 544.2977
LESTLA 587.3399 615.3348 LESTLAA 658.3770 686.3719 ES 189.0870 217.0819
EST 290.1347 318.1296 ESTL 403.2187 431.2136 ESTLA 474.2558 502.2508
ESTLAA 545.2930 573.2879 ESTLAAI 658.3770 686.3719 ST 161.0921 189.0870
STL 274.1761 302.1710 STLA 345.2132 373.2082 STLAA 416.2504 444.2453
STLAAI 529.3344 557.3293 STLAAIT 630.3821 658.3770 TL 187.1441 215.1390
TLA 258.1812 286.1761 TLAA 329.2183 357.2132 TLAAI 442.3024 470.2973
TLAAIT 543.3501 571.3450 TLAAITE 672.3927   LA 157.1335 185.1285
LAA 228.1707 256.1656 LAAI 341.2547 369.2496 LAAIT 442.3024 470.2973
LAAITE 571.3450 599.3399 LAAITES 658.3770 686.3719 AAI 228.1707 256.1656
AAIT 329.2183 357.2132 AAITE 458.2609 486.2558 AAITES 545.2930 573.2879
AAITESL 658.3770 686.3719 AI 157.1335 185.1285 AIT 258.1812 286.1761
AITE 387.2238 415.2187 AITES 474.2558 502.2508 AITESL 587.3399 615.3348
IT 187.1441 215.1390 ITE 316.1867 344.1816 ITES 403.2187 431.2136
ITESL 516.3028 544.2977 ITESLK 644.3978 672.3927 TE 203.1026 231.0975
TES 290.1347 318.1296 TESL 403.2187 431.2136 TESLK 531.3137 559.3086
TESLKE 660.3563 688.3512 ESL 302.1710 330.1660 ESLK 430.2660 458.2609
ESLKE 559.3086 587.3035 ESLKEG 616.3301 644.3250 SL 173.1285 201.1234
SLK 301.2234 329.2183 SLKE 430.2660 458.2609 SLKEG 487.2875 515.2824
SLKEGD 602.3144 630.3093 SLKEGDA 673.3515   LK 214.1914 242.1863
LKE 343.2340 371.2289 LKEG 400.2554 428.2504 LKEGD 515.2824 543.2773
LKEGDA 586.3195 614.3144 LKEGDAV 685.3879   KE 230.1499 258.1448
KEG 287.1714 315.1663 KEGD 402.1983 430.1932 KEGDA 473.2354 501.2304
KEGDAV 572.3039 600.2988 EG 159.0764 187.0713 EGD 274.1034 302.0983
EGDA 345.1405 373.1354 EGDAV 444.2089 472.2038 EGDAVQ 572.2675 600.2624
EGDAVQL 685.3515   GD 145.0608 173.0557 GDA 216.0979 244.0928
GDAV 315.1663 343.1612 GDAVQ 443.2249 471.2198 GDAVQL 556.3089 584.3039
GDAVQLV 655.3774 683.3723 DA 159.0764 187.0713 DAV 258.1448 286.1397
DAVQ 386.2034 414.1983 DAVQL 499.2875 527.2824 DAVQLV 598.3559 626.3508
DAVQLVG 655.3774 683.3723 AV 143.1179 171.1128 AVQ 271.1765 299.1714
AVQL 384.2605 412.2554 AVQLV 483.3289 511.3239 AVQLVG 540.3504 568.3453
AVQLVGF 687.4188   VQ 200.1394 228.1343 VQL 313.2234 341.2183
VQLV 412.2918 440.2867 VQLVG 469.3133 497.3082 VQLVGF 616.3817 644.3766
VQLVGFG 673.4032   QLV 313.2234 341.2183 QLVG 370.2449 398.2398
QLVGF 517.3133 545.3082 QLVGFG 574.3348 602.3297 QLVGFGT 675.3824  
LV 185.1648 213.1598 LVG 242.1863 270.1812 LVGF 389.2547 417.2496
LVGFG 446.2762 474.2711 LVGFGT 547.3239 575.3188 LVGFGTF 694.3923  
VG 129.1022 157.0972 VGF 276.1707 304.1656 VGFG 333.1921 361.1870
VGFGT 434.2398 462.2347 VGFGTF 581.3082 609.3031 GF 177.1022 205.0972
GFG 234.1237 262.1186 GFGT 335.1714 363.1663 GFGTF 482.2398 510.2347
GFGTFK 610.3348 638.3297 FG 177.1022 205.0972 FGT 278.1499 306.1448
FGTF 425.2183 453.2132 FGTFK 553.3133 581.3082 FGTFKV 652.3817 680.3766
GT 131.0815 159.0764 GTF 278.1499 306.1448 GTFK 406.2449 434.2398
GTFKV 505.3133 533.3082 GTFKVN 619.3562 647.3511 TF 221.1285 249.1234
TFK 349.2234 377.2183 TFKV 448.2918 476.2867 TFKVN 562.3348 590.3297
TFKVNH 699.3937   FK 248.1757 276.1707 FKV 347.2442 375.2391
FKVN 461.2871 489.2820 FKVNH 598.3460 626.3409 KV 200.1757 228.1707
KVN 314.2187 342.2136 KVNH 451.2776 479.2725 KVNHR 607.3787 635.3736
KVNHRA 678.4158   VN 186.1237 214.1186 VNH 323.1826 351.1775



VNHR 479.2837 507.2786 VNHRA 550.3208 578.3158 VNHRAE 679.3634  
NH 224.1142 252.1091 NHR 380.2153 408.2102 NHRA 451.2524 479.2473
NHRAE 580.2950 608.2899 HR 266.1724 294.1673 HRA 337.2095 365.2044
HRAE 466.2521 494.2470 HRAER 622.3532 650.3481 RA 200.1506 228.1455
RAE 329.1932 357.1881 RAER 485.2943 513.2892 RAERT 586.3420 614.3369
RAERTG 643.3634 671.3583 AE 173.0921 201.0870 AER 329.1932 357.1881
AERT 430.2409 458.2358 AERTG 487.2623 515.2572 AERTGR 643.3634 671.3583
ER 258.1561 286.1510 ERT 359.2037 387.1987 ERTG 416.2252 444.2201
ERTGR 572.3263 600.3212 ERTGRN 686.3692   RT 230.1612 258.1561
RTG 287.1826 315.1775 RTGR 443.2837 471.2786 RTGRN 557.3267 585.3216
RTGRNP 654.3794 682.3743 TG 131.0815 159.0764 TGR 287.1826 315.1775
TGRN 401.2255 429.2205 TGRNP 498.2783 526.2732 TGRNPQ 626.3369 654.3318
GR 186.1349 214.1299 GRN 300.1779 328.1728 GRNP 397.2306 425.2255
GRNPQ 525.2892 553.2841 GRNPQT 626.3369 654.3318 GRNPQTG 683.3583  
RN 243.1564 271.1513 RNP 340.2092 368.2041 RNPQ 468.2677 496.2627
RNPQT 569.3154 597.3103 RNPQTG 626.3369 654.3318 NP 184.1081 212.1030
NPQ 312.1666 340.1615 NPQT 413.2143 441.2092 NPQTG 470.2358 498.2307
NPQTGK 598.3307 626.3257 PQ 198.1237 226.1186 PQT 299.1714 327.1663
PQTG 356.1928 384.1878 PQTGK 484.2878 512.2827 PQTGKE 613.3304 641.3253
QT 202.1186 230.1135 QTG 259.1401 287.1350 QTGK 387.2350 415.2300
QTGKE 516.2776 544.2726 QTGKEI 629.3617 657.3566 TGK 259.1765 287.1714
TGKE 388.2191 416.2140 TGKEI 501.3031 529.2980 TGKEIK 629.3981 657.3930
GK 158.1288 186.1237 GKE 287.1714 315.1663 GKEI 400.2554 428.2504
GKEIK 528.3504 556.3453 GKEIKI 641.4345 669.4294 KEI 343.2340 371.2289
KEIK 471.3289 499.3239 KEIKI 584.4130 612.4079 KEIKIA 655.4501 683.4450
EI 215.1390 243.1339 EIK 343.2340 371.2289 EIKI 456.3180 484.3130
EIKIA 527.3552 555.3501 EIKIAA 598.3923 626.3872 EIKIAAA 669.4294 697.4243
IK 214.1914 242.1863 IKI 327.2755 355.2704 IKIA 398.3126 426.3075
IKIAA 469.3497 497.3446 IKIAAA 540.3868 568.3817 IKIAAAN 654.4297 682.4246
KI 214.1914 242.1863 KIA 285.2285 313.2234 KIAA 356.2656 384.2605
KIAAA 427.3027 455.2976 KIAAAN 541.3457 569.3406 KIAAANV 640.4141 668.4090
IAA 228.1707 256.1656 IAAA 299.2078 327.2027 IAAAN 413.2507 441.2456
IAAANV 512.3191 540.3140 IAAANVP 609.3719 637.3668 IAAANVPA 680.4090  
AAA 186.1237 214.1186 AAAN 300.1666 328.1615 AAANV 399.2350 427.2300
AAANVP 496.2878 524.2827 AAANVPA 567.3249 595.3198 AAN 229.1295 257.1244
AANV 328.1979 356.1928 AANVP 425.2507 453.2456 AANVPA 496.2878 524.2827
AANVPAF 643.3562 671.3511 AN 158.0924 186.0873 ANV 257.1608 285.1557
ANVP 354.2136 382.2085 ANVPA 425.2507 453.2456 ANVPAF 572.3191 600.3140
ANVPAFV 671.3875 699.3824 NV 186.1237 214.1186 NVP 283.1765 311.1714
NVPA 354.2136 382.2085 NVPAF 501.2820 529.2769 NVPAFV 600.3504 628.3453
NVPAFVS 687.3824   VP 169.1335 197.1285 VPA 240.1707 268.1656
VPAF 387.2391 415.2340 VPAFV 486.3075 514.3024 VPAFVS 573.3395 601.3344
VPAFVSG 630.3610 658.3559 PA 141.1022 169.0972 PAF 288.1707 316.1656
PAFV 387.2391 415.2340 PAFVS 474.2711 502.2660 PAFVSG 531.2926 559.2875
PAFVSGK 659.3875 687.3824 AF 191.1179 219.1128 AFV 290.1863 318.1812
AFVS 377.2183 405.2132 AFVSG 434.2398 462.2347 AFVSGK 562.3348 590.3297
AFVSGKA 633.3719 661.3668 FV 219.1492 247.1441 FVS 306.1812 334.1761
FVSG 363.2027 391.1976 FVSGK 491.2976 519.2926 FVSGKA 562.3348 590.3297
FVSGKAL 675.4188   VS 159.1128 187.1077 VSG 216.1343 244.1292
VSGK 344.2292 372.2241 VSGKA 415.2663 443.2613 VSGKAL 528.3504 556.3453
VSGKALK 656.4454 684.4403 SG 117.0659 145.0608 SGK 245.1608 273.1557
SGKA 316.1979 344.1928 SGKAL 429.2820 457.2769 SGKALK 557.3770 585.3719
SGKALKD 672.4039   GKA 229.1659 257.1608 GKAL 342.2500 370.2449
GKALK 470.3449 498.3398 GKALKD 585.3719 613.3668 GKALKDA 656.4090 684.4039
KAL 285.2285 313.2234 KALK 413.3235 441.3184 KALKD 528.3504 556.3453
KALKDA 599.3875 627.3824 KALKDAV 698.4559   ALK 285.2285 313.2234
ALKD 400.2554 428.2504 ALKDA 471.2926 499.2875 ALKDAV 570.3610 598.3559
LKD 329.2183 357.2132 LKDA 400.2554 428.2504 LKDAV 499.3239 527.3188
KD 216.1343 244.1292 KDA 287.1714 315.1663 KDAV 386.2398 414.2347

 

NCBI BLAST search of MNKTQLIDVIADKADLSKAQAKAALESTLAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
(Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)
Other BLAST web gateways

All matches to this query

Score Mr(calc) Delta Sequence
91.5 9471.1467 0.1138 MNKTQLIDVIADKADLSKAQAKAALESTLAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
67.0 9471.1103 0.1502 MNKTQLIDVIADKADLSKAQAKAALESTPAAITESLKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
62.2 9471.1467 0.1138 MNKTQLIDVIADKADLSKTQAKAALEATLAAITESLKDGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
53.9 9471.1467 0.1138 MNKTQLIDAIAEKADLSKVQAKAALESTLAAITDALKEGDAVQLVGFGTFKVNHRAERTGRNPQTGKEIKIAAANVPAFVSGKALKDAVK
0.6 9471.1579 0.1026 NKNDLVAAVAADTDLSKTDAAKAVDSVILMVTKALKKGDEVRLVGFGTFFATKREASEGRNPRTGEKIKIAASKQPKFRAGKGLKDAIN
0.3 9471.1192 0.1413 MLNFIWFIIVGFFVGLIARWVVPGENHMGFLMTTVVGIVGSIIGGLIGYLFKRPPPGSKFHTAGFLMSIVGAIILMLLLRYFNPQ

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