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Kytococcus sedentarius is a Gram-positive cocci.
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Kytoccus sedentarius is a Gram positive
bacterium that is arranged in packets of eight in a
cubical shape (1). Kytococcus sedentarius was
found on a partially submerged swing set in San
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Has the amino acid
sequence of my protein been
called correctly by the
computer?

Are there functional domains
in my protein?

Figure 2. This graph represents the Phobius
output. The graph confirms the transmembrane
helices found on the THMM site.
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Figure 6.This is the ortholog neighborhood viewer of
the gene Ksed 04930. It shows evidence of transfer
by heredity. The neighborhood is conserved in close
relatives of Kytococcus.
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The gene that we investigated, Ksed 04930,
had the DNA coordinates of 488333..489502
containing 1170 base pairs. The section codes
for 389 amino acids.

The purpose was to look for a verify information
from GENI-ACT, better understand a poorly
studied family within the bacterial suborder
Micrococcineae. a determine a possible function
of the gene product and provide an opportunity
for original research.

Kytococcus sedentarius
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Sequence ID: sp|P30847.2|BAES ECOLI| Length: 467 Number of Matches: 1

Range 1: 187 to 461 GenPept Graphics

Score Expect Method Identities Positives Gaps
175 bits(444) 3e-48 Compositional matrix adjust. 97/276(35%) 163/276(59%) 2/276(0%)

Query 92 RRIQSPINALTQAVKAMAGGRYDTRVPAMGAGTEVEDLAGFFNTMAARLORTEDTRRRML 151
R + 4P+ L +A G + TRV + E+ LA FN +A+ L++ + RR +
Sbjct 187 RGLLAPVKRLVDGTHKLAAGDFTTRVTPT-SEDELGKLAQDFNQLASTLEKNQQOMRRDFM 245

Query 152 SDLAHELRTPVSVLTVYHEALQDGVSHWDEPTGELMGEQLARLTRLVEDINDVSRAEEGR 211
+D++HELRTP++VL EA+QDGV + T + 44 LT+LV+D++ +S +4EG
Sbjct 246 ADISHELRTPLAVLRGELEAIQDGVRKFTPETVASLQAEVGTLTKLVDDLHQLSMSDEGA 305

Query 212 IELDRSPQGVSGLLHAATEAHKEAYATKGVALTMDADPGLAVDVDRQRMGQVLGNLLTNA 271
- ++P + LL A A +4E +A++G+ L + V DR R+ Q+ NLL N+
Sbject 306 LAYQKAPVDLIPLLEVAGGAFRERFASRGLKLQFSLPDSITVFGDRDRLMQLFNNLLENS 365
Query 272 LRHTPAGGRVTLEARQSPSGVTLSVTDTGEGISPEHLPHVFERFYRGDTARDRDHGGSGV 331
LR+T +GGC + + A Q VIL+ D+ G+5 + L +FERFYR + +R+R GGSG+
Sbjct 366 LRYTDSGGSLQISAGQRDKTVRLTFADSAPGVSDDQLQKLFERFYRTEGSRNRASGGSGL 425
Query 332 GLAISRALIQAHGG-TLSATSTTAGATFTIDLPTKQ 366

GLAI ++4+AH G ++A S G + TH+4+LP ++
Sbjct 426 GLAICLNIVEAENGRIIAAHSPFGGVSITVELPLER 461

Figure 1. Top BLAST hit in UniProtKB/SwissProt
database (histidine protein kinase,(e-value 3-48).

TMHMM posterior probabilities for WEBSEQUENCE
1.2

08 | T

06

04 r

A8 0

S0 100 180 200 250 300 390

oputside

inside

transmembrane

Figure 2. TMHMM graph predicting 2
transmembrane helices in Ksed 04930.

the location of the gene
product in the cytoplasmic
membrane. A protein with
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Figure 3. This graph is the Web logo for the T-
COFFEE of the orthologs of Ksed 04930 . It
shows that the gene is conserved except at the C-
terminus.
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Figure 5. Phylogenetic tree for Ksed 04930 . It
shows Micrococcus as the closest neighbor.
Kytococcus and Micrococcus are the classified the
same to the family level. This indicates Ksed 04930
likely did not arise in Kytococcus by lateral gene
transfer.

The two substrates of this enzyme are ATP and
protein L-histidine, and the two products are ADP
and protein N-phospho-L-histidine (
http://en.wikipedia.org/wiki/Histidine kinase).
These proteins are used to transmit signals and
control complex processes within the cells.

1. http://www.vumicro.com/vumie/help/VUMICRO/
Kytococcus Sedentarious.htm

2. (http://biocyc.org/KSED478801/organism-
Fummary?object=KFED478801
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