Consensus

Identity

1. FIS_BSg
2. FIS_BCc
3. FIS_BAp
4. FIS_Eco

Consensus

Identity

1. HNS_BAp
2. HNS_Eco

Consensus

Identity

1. HUa_BSg
2. Hua_BBp
3. HUa_BAp
4. HUa_Eco

Consensus

Identity

1. IHFa_BAp
2. IHFa_BSg
3. IHFa_BCc
4. IHFa_Eco

Consensus

Identity

1. IHFb_BAp
2. IHFb_BSg
3. IHFb_BCC
4. IHFb_Eco

Consensus
Identity

1. YbaB_BBp
2. YbaB_BSg
3. YbaB_BAp
4. YbaB_BBc
5. YbaB_Eco
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Hin-mediated DNA inversion DNA binding, ion regulation
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Additional file 2. Conservation of the protein sequences of the six NAPs encoding genes
found in Buchnera. Blue squares below the consensus sequence represent functionally
important amino acids. Sequence similarity is presented following a gradient color from red
(low similarity) to green (identity). Colour tubes below the sequence alignment represent the
different protein domains: alpha helix (pink), specific active domain (grey), beta strand
(yellow), essential site (light blue), turn (dark blue).




