Figure S6: Hidden Markov Model Alignments

S. FIG 6A: Aligsnment of ApsB (DVU0846) with TIGR02060
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S. FIG 6B: Alignment of ApsA (DVU0847) with TIGR02061
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S. FIG 6C: Alienment of DsrC (DVU2776) with PF(04358

Secondary Structure: EEEETTEEEEE TT B GCC

Family’s Profile:

Match Score:

Domain’s Sequence:

Position in Protein:

HHHHHHHHCHTT

EreYheRet evpeb b tBEEBUREEY RS ISEE  REL B -2 TRBH

- mmEs secleaEee . el e

EVIYKCKSFEVDEDGCFLLRFDDHCPEWYEYYKES———-ECISDISFDH

TT HHH

HAml o momll

Secondary Structure: HHHHHH HHHHHHHHHHHT

A AR e

m Al w acwmelesl.n ... =

Family’s Profile:

Match Score:

T

TTT HHHHHHH

EEKCNSRYE

TTHHHHCHHHHCT TT

$§LF?§“PQRBQTE§Q cPKPTRCE

HomEl _ull ol il

Domain’s Sequence:

DYYKKNGCIAPMYRILSKNTGEKL

Position in Protein:

EY———— YELFPSGPGKGACKMAGLPKPTGEY

100




S. FIG 6D: Alignment of RplL. (DVU2927) with TIGR0855
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Note: Boxed region indicates position of methylated lysine residue observed in this study.





