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 1. 708 000 серверов, кроме нашего, имеют URL, включающий слово kodomo.
 2. ORF: Open reading frame: A DNA sequence starting with a start codon and ending with a stop codon, and therefore potentially signals a coding sequence that is translated into a functional product RNA or polypeptide.

CDS: The portion of a gene or an mRNA that codes for a protein. Introns are not coding sequences, nor are the 5' or 3' UTR. The coding sequence in a cDNA or mature mRNA includes everything from the start codon through to the stop codon, inclusive.
3. ppt - Human Ehrlichiosis PRESENTATION. Автор- Akiko Osaki.
MHTML-документ -  Cysteinyl-tRNA synthetase - Escherichia coli (strain K12)
htm - walker1
pdf -http://uga.edu/scwds/topic_index/2003/Characterization%20of%20E.%20chaffee%20from%20Deer.pdf
4.фотографии Ehrlichia chaffeensis
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Cтатья:
Characterization of the Anaplasma marginale msp2 locus and its synteny with the omp1/p30 loci of Ehrlichia chaffeensis and E. canis.

Löhr CV, Brayton KA, Barbet AF, Palmer GH.

Program in Vector-Borne Diseases, Department of Veterinary Microbiology and Pathology, Washington State University, Pullman, WA 99164-7040, USA.

Major surface protein 2 (MSP2) is an immunodominant and antigenically variant protein in the outer membrane of the rickettsia Anaplasma marginale. MSP2 variation is generated by recombination into a single operon-linked genomic expression site. The complete 5.6-kb msp2 locus was identified by sequencing a 90-kb region of the St. Maries strain of A. marginale. The locus encoded, in a 5' to 3' direction, a transcriptional regulator followed by five outer membrane proteins, OMP1, OpAG3, OpAG2, OpAG1, and MSP2. The sequences of this entire locus were analyzed using six genetically and phenotypically distinct strains of A. marginale. The overall locus structure was highly conserved with 100% identity among strains in the transcriptional regulator. Synonymous and nonsynonymous exchanges were infrequent in omp1 and rare in opag1 and opag2 among the six strains without strong bias for either type of exchange (neutral mutations). In contrast, mutations in opag3 seem to underlie purifying (negative) selection reflecting pressure to retain protein structure, in marked contrast to the highly antigenically variant MSP2. Interestingly, the 5' structure of this A. marginale msp2 locus is conserved in the omp1 gene locus of Ehrlichia chaffeensis and p30 gene locus of E. canis despite marked divergence between genera in the structure of the 3' region of the loci. This supports the hypothesis that the expression sites of these important immunogenic proteins are derived from a common precursor with later divergent evolution along genus lines.
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5. http://www.ncbi.nlm.nih.gov/sites/entrez?db=pubmed&cmd=historysearch&querykey=1 – про бактерию ehrlichia chaffeensis (471)
http://www.ncbi.nlm.nih.gov/sites/entrez?db=pubmed&cmd=historysearch&querykey=5 – про бактерию Ehrlichia chaffeensis AND "complete genome" (1)
6. e.coli AND ("complete genome" OR habitat) (794)
В первом случае количество ссылок  794, такое небольшое количество ссылок объясняется тем, что мы одновременно запрашиваем бактерию и её (полный геном или место обитания), потому что  из всей информации про бактерию выбирается либо её полный геном, либо её место обитания.

(e.coli AND "complete genome") OR habitat (46782)
Во втором  случае количество ссылок 46782, такое большое количество ссылок объясняется тем, что мы запрашиваем на выбор либо информацию о бактерии с её полным геномом, либо места обитания, в общем.

7. Информация о геноме и протеоме бактерии: http://www.ebi.ac.uk/integr8/OrganismStatsAction.do?orgProteomeId=22833 http://www.ebi.ac.uk/newt/display?search=205920 - ссылка на таксономию бактерии.   
