Supplementary File 2. Statistically processed spectral count and protein summed intensity
values obtained for Hendrickson et al.

For details of how these values were calculated, significance cut-offs, color- coding, etc. see the proteomic methods in
Supplementary File1.

This PDF file is based on a FileMaker™ database maintained in an electronic archive hosted by the Department of
Microbiology at the University of Washington. Readers with access to FileMaker™ Ver. 10 or above who wish to use the
database in its native format should contact mhackett@u.washington.edu.



Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAGOO1 1.96 E-2 5.358 4.648 6.046 0710 YQCAKLJXY 1.11E-1 22.995 23.671 24.372 -1.187 Y K]
chromosomal replication initiator protein DnaA [Methylobacillus flagellatus KT]637936882 YP_ 544113
MELAGOO02 7.702 7.525 8.616 o083 Y Y s547E2 27.02t 27.774 28.446 -0.865
" DIVA polymerase 171, beta subunit [Methylobacillus flagellatus KT]637936883 YP_ 544114 """
1.15 E-10 8.560 9.028 9.813 0462 YK Y 123E2 28072 28.941 29.571 -0.897
MFLA0003 § .
" DIVA gyrase, B subunit [Methylobacillus flagellatus KT]637936884 YP_ 544115 """
0.521 0.521 Y Y 19.163 19.163
MFLA0004 - | o]0
hypothetical protein [Methylobacillus flagellatus KT]637936885 YP_544116
0.000 0.000 0.000 0.000
MFLA00OS | ]
sulphate transporter [Methylobacillus flagellatus KT]637936886 YP 544117
MFLAGOOS 3.664 2.000 4.060 0363 Y Y 141E1 21663 20.961 22.354 -0.332
" glycoside hydrolase family 2, sugar binding [Methylobacillus flagellatus KT]637936887 YP_544118 """
3.328 1.807 3.759 1.521 Y un Y 20.571 20.244 21.417 0.328
MFLAO007 -
cyclase/dehyarase [Methylobacillus flagellatus KT]637936888 YP_ 544119
MFLAG0OS 0.000 0.000 | 0.000 0.000
DNA-directed DNA polymerase [Methylobacillus flagellatus KT]637936889 YP_ 544120
3.328 2.540 3.987 182 YIJEJY 7782 21650 21.635 22.643 1.094
MFLA0009 i . .
hypothetical protein [Methylobacillus flagellatus KT]637936891 YP_544121
0.000 0.000 0.000 0.000
MFLA0O10 | | |
transport-associated [Methylobacillus flagellatus KT]637936892 YP 544122
MFLAGOL1 4.595 4.820 5.712 0232 YR Y 228E1  23.09 23.040 24.070 0.030
Malate dehydrogenase (acceptor) [Methylobacillus flagellatus KT]637936893 YP_ 544123
2.259 2.797 3.553 0486 Y Y 1372 17630 20.595 20.769 -3.030
MFLA0O012
hypothetical protein [Methylobacillus flagellatus KT]637936894 YP_544124
MFLAGOLS 3.901 5.132 5.644 0226 YIJEJY 205E2 23.046 24.831 25.199 -0.786
Protein-methionine-S-oxide reductase [Methylobacillus flageliatus KT]637936895 YP 544125
0.000 0.000 0.000 0.000
MFLA0014 .-
hypothetical protein [Methylobacillus flagellatus KT]637936896 YP_ 544126
MFLAGOLS 2.140 2.140 Y un Y 21.181 21.181
GCN5-related N-acetyltransferase [Methylobacillus flagellatus KT]637936897 YP_ 544127
MFLAGOLG 0 10.829 12337  12.772 -1500 GEJEJY te6E2 29606 30.689 31.246 -1.148
histone-like DNA-binding protein [Methylobacillus flagellatus KT]637936898 YP_ 544128
0.000 0.000 0.000 0.000
MFLA0O17 | | |
hypothetical protein [Methylobacillus flagellatus KT]637936899 YP_544129
MELacois 07 B3 5.899 5.249 6.610 o660 R Y 258E1 24343 24.418 25.381 -0.278
MscS Mechanosensitive jon channel [Methylobacillus flagellatus KT]637936900 YP 544130
MFLAGDLS 0.000 0.000 | ] | 0.000 0.000
CBS domain containing membrane protein [Methylobacillus flagellatus KT]637936901 YP_ 544131
MFLAG020 4.235 3.991 5.118 o251 YR Y 7.11e2 22548 22.765 23.661 -0.227
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637936902 YP_544132 """
MFLA0D21 0.000 0.000 | 0.000 0.000
coenzyme PQQ biosynthesis protein A [Methylobacillus flagellatus KT71637936903 YP_ 544133
3.571 3.945 4.770 035 YR Y 22761 21826 21.690 22.759 -0.011
MFLA0022

Zinc finger/thioredoxin putative [Methylobacillus flagellatus KT]637936904 YP_ 544134
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAGO23 1.843 1.843 YA Y 21.732 21.732 Y K]
ribosomal protein L11 methyltransferase [Methylobacillus flagellatus KT]637936905 YP_544135
MELAG024 3.4 E-2 6.416 6.251 7.336 022 YR Y 96E2 27.079 26.853 27.971 0.247
" acety/l-CoA carboxylase, blotin carboxylase [Methylobacillus flagellatus KT]637936906 YP_ 544136 """
MFLA0D2S 6.510 6.986 7.768 0516 YJEJY 28E1 25386 25.387 26.386 -0.074
" acety/l-CoA carboxylase, biotin carboxy/ carrier protein [Methylobacillus flagellatus KT]637936907 YP_ 544137 """
MFLAG026 4.691 1.346 4.826 3.344 Y m Y 22.036 19.956 22.343 2.080
" 3-dehydroguinate dehydratase, type II [Methylobacilus flagellatus KT]637936908 YP_ 544138 """
MFLA0O27 0.000 0.000 | 0.000 0.000
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637936909 YP_ 544139
2.328 2.739 3.548 o590 YR Y 1t17E1 20379 22.087 22.472 -0.657
MFLA0028 o :
Protein-disulfide reductase [Methylobacillus flagellatus KT]637936910 YP_ 544140
MFLA0O2S 0.000 0.000 .- 0.000 0.000
CutA1 divalent jon tolerance protein [Methylobacillus flagellatus KT]637936911 YP 544141
MFLAGDS0 0.000 0.000 | 0.000 0.000
FXSA cytoplasmic membrane protein [Methylobacillus flagellatus KT]637936912 YP 544142
MFLAGO31 4.522 3.117 4.984 13834 YIJEJ Y 98E2 23540 22.235 24.030 1.007
oxidoreductase FAD/NAD(P)-binding [Methylobacillus flagellatus KT]637936913 YP_544143
1.24 E-3 5.285 4.568 5.971 o642 R Y t89e1 24045 23.686 24.876 0.076
MFLA0032 . = .
HemY-like protein [Methylobacillus flagellatus KT]637936914 YP 544144
MFLAGD3s 01 E2 4.933 4.951 5.942 o028 Y Y 4212 23498 24.396 25.016 -1.024
" protein of unknown function DUF513, hemX [Methylobacillus flagellatus KT]637936915 YP 544145 """
MFLAG034 1.398 3.056 3.453 0652 YR Y 277e1 21813 22.822 23.404 0.073
Uroporphyrinogen-IIT synthase [Methylobacillus flagellatus KT]637936916 YP_ 544146
2.85 E-2 5.429 5.475 6.452 0.054 Y G 5.06 E-3 23.649 24.869 25.385 -1.222
MFLA0035 o . . n.
porphobilinogen deaminase [Methylobacillus flagellatus KT]637936917 YP 544147
MFLAGO36 1.106 1.807 2.499 -0.702 Y nn Y 19.207 19.106 20.157 0.100
" transcriptional regulator, LytR/AIGR family [Methylobacillus flagellatus KT]637936918 YP_ 544148 """
MFLAGOS7 0.521 0.521 Y un Y 17.917 17.917
histidine kinase internal region [Methylobacillus flagellatus KT]637936919 YP_544149
0 6.082 7.864 8.232 -1.761 G Y 6.49E-2 26.050 26.872 27.519 -1.090
MFLAOO38 o]
argininosuccinate lyase [Methylobacillus flagellatus KT]637936920 YP_ 544150
MFLA0039 4.851 4.707 5.781 0035 YRJEJY s547E2 22531 23.582 24.151 -1.488
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637936921 YP_ 544151
MELAG040 2.106 3.435 3.918 0264 YR Y 1t42e1 20271 20.707 21.506 0.730
Putative oxygen-independent coproporphyrinogen II oxidase [Methylobacillus flagellatus KT]637936922 YP_ 544152
1.106 2.700 3.113 -1.595 Y nn Y 21.303 21.897 22.630 -0.594
MFLA0041
hypothetical protein [Methylobacillus flagellatus KT]637936923 YP 544153
4.160 4.350 5.258 0237 YRJEJY 103E1  24.044 24.489 25.284 -0.527
MFLA0042
Ham1-like protein [Methylobacillus flagellatus KT]637936924 YP_ 544154
4.637 3.979 5.345 0.644 Y Y 3.09 E-2 23.926 24.863 25.469 -1.040
MFLAOO43 _ | o]0
ribonuclease PH [Methylobacillus flagellatus KT7637936925 YP_ 544155
3.210 3.334 4.273 0167 YR Y 133E1 21611 22.003 22.820 -0.575
MFLA0044

protein serine/threonine phosphatases [Methylobacillus flagellatus KT]637936926 YP_544156
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAGO4S 1.184 1.184 YA Y 20.903 20.903 Y K]
serine/threonine protein kinase [Methylobacillus flagellatus KT]637936927 YP_544157
MELAGD46 6.096 5.435 6.803 o3 Y Y 1231 24205 24.662 25.451 -0.498
conserved hypothetical protein 255 [Methylobacilus flagellatus KT]637936928 YP_ 544158
MFLAOO47 0.000 0.000 0.000 0.000
protein of unknown function DUF475 [Methylobacillus flagellatus KT]637936929 YP 544159
3.418 2.573 4.056 0959 YR Y 133E1 22671 22.254 23.477 0.427
MFLA0048 i .
Guanylate kinase [Methylobacillus flagellatus KT]637936930 YP_ 544160
MFLA0D4S 4.989 4.090 5.609 0007 YEJEJ Y t08E2 25443 26.335 26.957 -0.915
" DVA-directed RVA polymerase, omega subunit [Methylobacillus flagellatus KT]/637936931 YP_ 544161 """
MFLAGOSO 22 5.179 6.055 6.683 0865 GJEJY 83282 24554 25.123 25.866 -0.500
" (P)ppGpp synthetase I (GTP pyrophosphokinase), Spol/RelA [Methylobacillus flagellatus KT]637936932 YP_544162 """
5.699 1.807 5.794 124 YR Y 14561 24332 21.910 24.579 1.073
MFLAOO51 — . =
YigF-like protein [Methylobacillus flagellatus KT]637936933 YP_ 544163
MFLAGDS2 0.000 0.000 | 0.000 0.000
ATP-dependent DNA helicase RecG [Methylobacillus flagellatus KT]637936934 YP_544164
1.106 0.346 1.775 0.759 Y nn Y 17.193 20.505 20.643 -3.311
MFLAQOO53 . .
Chorismate lyase [Methylobacillus flagellatus KT]637936935 YP_ 544165
MFLAGOS4 0.000 0.000 .- 0.000 0.000
4-hydroxybenzoate polypreny/ transferase [Methylobacillus flagellatus KT]637936936 YP_ 544166
8.187 7.580 8.915 o448 Y Y 64782 27973 27.572 28.787 0.425
MFLAQO55 . §
ribosomal protein L13 [Methylobacillus flagellatus KT]637936937 YP_ 544167
8.573 8.203 9.400 0331 YIJEJY 839E2 26.958 27.393 28.192 -0.497
MFLAQOO56 ) .
ribosomal protein S9 [Methylobacillus flagellatus KT]637936938 YP_544168
MFLAOOSy D3 E3 5.163 5.873 6.561 -0.714 G .. G 8.91E-3  24.755 25.661 26.278 -0.917
N-acetyl-gamma-glutamy/-phosphate reauctase [Methylobacillus flageliatus KT]637936939 YP_ 544169
0.000 0.000 0.000 0.000
MFLA0058 . § . .-
hypothetical protein [Methylobacillus flagelliatus KT]637936940 YP_ 544170
MFLAGOSS 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF583 [Methylobacillus flageliatus KT]637936941 YP 544171
3.899 4.032 4.967 0008 YIJEJY 744e2 24768 25.223 26.014 -0.427
MFLAO060
HesB/YadR/YihF [Methylobacillus flagellatus KT]637936942 YP_ 544172
2.35 E-3 7.023 7.443 8.248 0419 YRJEJY 499E2 26401 27.058 27.767 -0.622
MFLA0061
Citrate synthase I [Methylobacillus flagellatus KT]637936943 YP_ 544173
MELAGO62 2.795 2.897 3.847 0117 YR Y 107E1 21206 21.797 22.532 -0.883
protein of unknown function UPFOO75 [Methylobacillus flagellatus KT]637936944 YP_ 544174
0.521 0.521 Y Y 18.922 18.922
MFLA0063 . § nn
peptidgase M23B [Methylobacillus flagellatus KT]637936945 YP 544175
8.159 7.946 9.056 o159 YR Y t24e1 26975 27.302 28.147 -0.412
MFLA0064 .
tyrosy/l-tRIVA synthetase [Methylobacillus flagellatus KT]637936946 YP_544176
MELADOGS 4.467 5.352 5.976 088 YIJEY 137e1 23763 24.168 24.980 -0.328
protein of unknown function DUF150 [Methylobacillus flagellatus KT]637936952 YP 544177
8.204 8.258 9.231 0093 YR Y 153E2 27646 28.027 28.849 -0.386
MFLAQ0066

NusA antitermination factor [Methylobacillus flagellatus KT]637936953 YP_544178
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAGOG7 8.477 8.350 9.415 0099 YKIAKARY 7.77E-2 27.623 27.983 28.814 -0.403 Y K]
translation initiation factor IF-2 [Methylobacillus flagellatus KT]637936954 YP_544179
1.521 3.764 4.040 -t19e YR Y 157E1 21070 22.565 23.003 -0.407
MFLAOO068 — -
ribosome-binding factor A [Methylobacillus flageliatus KT]637936955 YP_ 544180
MFLAOD6S 3.135 2.627 3.903 1500 Y Y 343E2 21307 21.930 22.652 0.377
RNA pseudouridine synthase B [Methylobacillus flagellatus KT]637936956 YP_ 544181
0 6.018 7.260 7.769 -1070 GRIEYY 199E2  26.994 27.633 28.349 -0.662
MFLAO070 = .
ribosomal protein S15 [Methylobacilus flagellatus KT]637936957 YP_544182
0 9.907 10.465  11.213 0586 GEJEJY 724e2 29438 29.899 30.687 -0.503
MFLA0071 = .
3’ exoribonuclease [Methylobacillus flageliatus KT]637936958 YP 544183
MFLAGO72 6.635 7.343 8.032 0906 YRIEJY 55562 26.240 26.838 27.570 -0.645
" transcriptional regulators, TraR/DksA family [Methylobacillus flagellatus KT]637936959 YP_544184 """
MELAGO73 230 E 14 5.426 6.845 7.303 -1a19 G Y 11e2 24884 25.843 26.442 -0.954
Methenyltetrahydrofolate cyclohydrolase [Methylobacillus flagelliatus KT]637936960 YP_ 544185
MFLAGD74 5.287 5.534 6.416 0417 YRJEJY 4582 23592 24.337 25.012 -0.710
" two component, sigmas4 specific, transcriptional regulator, Fis family [Methylobacillus flagellatus KT]637936964 YP_ 544186 """
MFLAGO7S 1.843 0.585 2.347 1258 YR Y 20.182 20.066 21.125 0.116
" general secretion pathway proteln, ATPase [Methylobacilus flagellatus KT]637936965 YP_ 544187 """
MFLAGO76 0.000 0.000 || 0.000 0.000
type II and I secretion system protein [Methylobacilus flagellatus KT]637936966 YP_ 544188
0.000 0.000 0.000 0.000
MFLA0077 |
TPR repeat [Methylobacillus fiagellatus KT]637936967 YP 544189
MFLAGO7S 0.521 1.915 2.380 0314 YR Y 925E2 1959 20.286 20.982 0.317
type I secretion system protein £ [Methylobacillus flagellatus KT]637936968 YP_544190
MFLA0O7S 0.000 0.000 | 0.000 0.000
type I secretion system protein [Methylobacillus flagellatus KT71637936969 YP_ 544191
1.000 1.000 Y Y 19.484 19.484
MFLA0080 . § . nn
hypothetical protein [Methylobacillus flagelliatus KT]637936970 YP 544192
0.000 0.000 0.000 0.000
MFLAOOS1 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637936971 YP_544193
0.000 0.000 0.000 0.000
MFLAOOS2 L
hypothetical protein [Methylobacillus flagelliatus KT]637936972 YP 544194
0.000 0.000 0.000 0.000
MFLA0083 . | . .-
hypothetical protein [Methylobacillus flagellatus KT]637936973 YP_544195
0.000 0.000 0.000 0.000
MFLAC0S4 | : | | | |
methylation [Methylobacillus flagellatus KT]637936974 YP_ 544196
MFLA0OSS 2.991 2.991 Y nn Y 21.534 21.534 Y n
UBA/THIF-type NAD/FAD binding fold [Methylobacillus flagellatus KT]637936975 YP_544197
1.71 E-3 6.309 5.707 7.039 0.600 R R 8.64 E-3 26.425 25.595 27.069 0.842 R
MFLA0OSS , , <] ] ¢ ]
band 7 protein [Methylobacillus flagellatus KT]637936976 YP_544198
MELAOS7 3.093 3.848 4.519 0736 YIJEJY 493E2 20498 22.013 22.446 1402 Y
protein of unknown function DUF107 [Methylobacillus flagellatus KT]637936977 YP_ 544199
0.000 0.000 0.000 0.000
MFLAOOSS [ | |

hypothetical protein [Methylobacillus flagellatus KT]637936978 YP_ 544200
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAGOSS 3.656 2.871 4.316 0786 YNXAKARY 5.54E-2 22.448 21.592 23.083 0.794 Y K]
LemA [Methylobacillus flagellatus KT]637936979 YP 544201
0.000 0.000 0.000 0.000
MFLA0090 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637936980 YP 544202
1.82 E-4 7.628 8.044 8.851 0414 Y Y 333E2 26128 27.020 27.642 -0.922
MFLA0091 .,
valyl-tRIVA synthetase [Methylobacillus flagellatus KT]637936981 YP 544203
MFLA0092 2.410 2.410 ig e |e 20.836 20.836
protein of unknown function UPFO187 [Methylobacillus flagellatus KT]637936982 YP_ 544204
2.106 3.705 4.117 0264 Y Y t15e1 22145 25.048 25.229 -1.721
MFLA0093 — . -
SirA-like protein [Methylobacillus flagellatus KT7637936983 YP_544205
0.000 0.000 0.000 0.000
MFLA0094 o , L
Rhodanese-/ike protein [Methylobacillus flagellatus KT]637936984 YP_ 544206
MFLAGOSS 0.000 0.000 || 0.000 0.000
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637936985 YP_544207
MFLAGDO6 0.000 0.000 | 0.000 0.000
" Prolyl 4-hydroxylase, ajpha subunit [Methylobacillus flagellatus KT]637936986 YP_ 544208 """
0.000 0.000 0.000 0.000
MFLA0097 | | |
Sell [Methylobacillus flagellatus KT]637936987 YP_ 544209
MFLAG0SS 0.585 0.585 ig o |e 21.187 21.187
Wicotinate-nucleotide-dimethylbenzimidazole phosphoribosyltransrerase [Methylobacilus flagellatus KT7637936989 YP_ 544210
MFLAGD9S 0.000 0.000 | ] | 0.000 0.000
cobalamin 5"-phosphate synthase [Methylobacillus fiagellatus KT]637936990 YP 544211
2.210 2.210 Y Y 20.973 20.973
MFLA0100 y nn
Phosphoglycerate mutase [Methylobacillus flagellatus KT]637936991 YP_544212
MFLA0101 0.000 0.000 | 0.000 0.000
" aminotransferase, class I and II [Methylobacillus flagellatus KT]637936992 YP 544213 """
MFLA0102 0.000 0.000 | ] | 0.000 0.000
cobalamin biosynthesis protein CobD [Methylobacillus flagellatus KT]637936993 YP_544214
0.000 0.000 0.000 0.000
MFLA0103 5 . § ..
cobyric acid synthase CobQ [Methylobacillus flagellatus KT]637936994 YP_ 544215
0.000 0.000 0.000 0.000
MFLA0104 1
hypothetical protein [Methylobacillus flagelliatus KT]637936995 YP 544216
0.000 0.000 0.000 0.000
MFLA0105 |
hypothetical protein [Methylobacillus flagellatus KT]637936996 YP_544217
MELAGL0G 3.674 4.814 5.354 -114s YRJEJY e56E2 23538 24.595 25.161 -1.548
" methionine aminopeptidase, type I [Methylobacillus flagellatus KT1637936997 YP_ 544218 """
1.585 1.585 Y Y 18.700 18.700
MFLA0107 o|®
hypothetical protein [Methylobacillus flagellatus KT]637936998 YP 544219
4.492 4.492 Y Y 22.531 22.531
MFLAO108 @]
hypothetical protein [Methylobacillus flagellatus KT]637936999 YP_544220
MFLA010S 0 7.700 5.788 8.040 1914 R Y 20162 26.885 25.422 27.331 1.443
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637937000 YP_544221
0.000 0.000 0.000 0.000
MFLAO110 .-

hypothetical protein [Methylobacillus flagellatus KT]637937001 YP 544222
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOL14 5.060 4.742 5.909 0330 YRAKARY 7.97E-2 24.088 24.360 25.230 -0.258 Y K]
hypothetical protein [Methylobacillus flagellatus KT]637937002 YP_544223
1.106 1.322 2.218 -0.216 Y nn Y 19.089 19.410 20.258 -0.321
MFLAO112 = = .
hypothetical protein [Methylobacillus flagellatus KT]1637937003 YP 544224
MFLAO113 5.345 6.000 6.709 -0.814 Y G 9.87E-3 23.660 24.938 25.436 -1.270
cobalbumin biosynthesis enzyme [Methylobacillus fiagellatus KT]637937004 YP 544225
3.106 2.015 3.661 2190 Y Y 134E1 21398 25.429 25.514 -2.449
MFLAO114 - — - -
periplasmic binding protein [Methylobacillus flagellatus KT]637937005 YP_544226
MFLAOLLS 4.017 4.949 5.557 0974 YREJY 42062 22413 23.789 24.259 -1.783
" Cob(Il)yrinic acid a,c-diamide reductase [Methylobacillus flagellatus KT]637937006 YP_ 544227 """
0.000 0.000 0.000 0.000
MFLAO116 .-
hypothetical protein [Methylobacillus flagellatus KT]637937007 YP_ 544228
MFLAOLL7 0.000 0.000 .- 0.000 0.000
MotA/TolQ/ExDB proton channel [Methylobacilus flagellatus KT]637937008 YP_544229
3.52 E-12 5.804 6.989 7.515 -1.184 G G 6.36 E-3 24.204 25.679 26.122 -1.482
MFLAO118 | | o]
CoblNymagnesium chelatase [Methylobacillus flagellatus KT]637937009 YP_ 544230
MFLAO115 4.052 4.732 5.432 0854 YRJEJY 1e6E2 21737 24.237 24.472 -2.619
CobB/CobQ-like glutamine amidotransferase [Methylobacillus flagellatus KT]637937010 YP_ 544231
MELAG120 3.221 3.579 4.411 o691 Y Y 228E1 223814 23.945 24.487 -0.065
cob(l)alamin adenosyltransrerase [Methylobacillus flagellatus KT7637937011 YP_ 544232
0.000 0.000 0.000 0.000
MFLAO121 .-
hypothetical protein [Methylobacillus flagellatus KT]637937012 YP 544233
10.944 11.130  12.040 0251 YRJEJY 66E2 29387 30.197 30.848 -1.044
MFLAO122
TonB-dependent receptor [Methylobacillus flagellatus KT]637937013 YP_544234
1.398 3.754 4.012 -1355 YR Y 248E1 22593 23.547 24.148 0.070
MFLAO0123 = = .
hypothetical protein [Methylobacillus flagelliatus KT]637937014 YP 544235
MFLAG124 2.025 3.941 4.280 -1960 YJEJY 187E2 21481 24.189 24.394 2.723
protein of unknown function DUF710 [Methylobacillus flagellatus KT]637937015 YP_ 544236
2.135 2.135 Y Y 19.509 19.509
MFLAO125 - | o]0
hypothetical protein [Methylobacillus flagellatus KT]637937016 YP_544237
MFLAOL26 3.610 4.864 5.369 -1320 YIJEJG 429e3 23481 24.760 25.258 -1.282
protein of unknown function DUF589 [Methylobacillus flagellatus KT]637937017 YP_ 544238
MFLAO127 8.653 9.238 9.975 0817 YRJEJY 252e2 27.686 28.352 29.057 -0.699
" ferric uptake regulator, FUR family [Methylobacillus flagellatus KT]637937018 YP_544239 """
MELAGL28 5.716 4.830 6.340 o8t Y Y t23E1 24713 25.089 25.913 -0.411
" threonine dehydratase, biosynthetic [Methylobacillus flagellatus KT]637937019 YP 544240 """
MFLA0125 0 9.681 10.142  10.930 0460 YIEJY 113E2  28.023 28.773 29.447 -0.767
ribose 5-phosphate isomerase [Methylobacillus flagellatus KT]637937020 YP_ 544241
MFLAo130 20 E 5.384 4.664 6.068 0629 R Y 12081 24169 23.223 24.772 0.445
" phosphate uptake regulator, Phol [Methylobacillus flagellatus KT]637937021 YP_544242 """
4.517 4.697 5.610 -0.170 Y G 6.36 E-3 22.552 23.930 24.400 -1.401
MFLAO131 , @]
Fpx/GppA phosphatase [Methylobacillus flagellatus KT]637937022 YP_ 544243
4.978 4.816 5.899 o163 YQEJ ¢ 373E3 22723 24.186 24.633 -1.464
MFLAO132

Polyphosphate kinase [Methylobacillus flagellatus KT]637937023 YP_544244
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA0133 1.19 E-2 5.837 5.435 6.650 0324 YEKAILAY 1.43E-1 25.488 25.897 26.707 -0.436 Y K]
Fe(ll) trafficking protein YggX [Methylobacillus flagellatus KT]637937024 YP 544245
3.561 3.561 Y Y 22.275 22.275
MFLAO134 | o]
TonB-dependent receptor [Methylobacillus flagellatus KT]637937025 YP_ 544246
0.000 0.000 0.000 0.000
MFLAO135 L
hypothetical protein [Methylobacillus flagellatus KT]637937026 YP_ 544247
MFLAG136 4.628 4.669 5.649 0060 YRJEJY 754E2 22914 23.597 24.295 -0.786
FAD dependent oxidoreductase [Methylobacillus flagellatus KT]637937027 YP_ 544248
2.843 3.321 4.101 0.647 Y Y 1.28E-1 21.357 21.477 22.418 1.279
MFLA0137 2% , o]
KpsF/GutQ family protein [Methylobacillus flagellatus KT]637937028 YP_ 544249
4.481 4.337 5.411 0138 YR Y 911E2 22022 22.732 23.421 -1.019
MFLAO138
Phosphatase kdsC [Methylobacillus flagellatus KT]637937029 YP_544250
MELAOL39 4.289 4.143 5.218 0155 YJEJY 256E2 23822 23.594 24.712 0.227
protein of unknown function DUF1239 [Methylobacillus flagellatus KT]637937030 YP_ 544251
3.439 3.793 4.627 0375 YRJEJY 3772 23.0% 24.208 24.744 -1.457
MFLA0140
OstA-like protein [Methylobacillus flagellatus KT]637937031 YP_ 544252
3.408 4.404 4.990 -1075 YR Y 197E2 22949 23.869 24.481 -0.914
MFLAO141
ABC transporter related [Methylobacillus flagellatus KT]637937032 YP_544253
5.66 E-2 5.087 4.917 6.004 o151 YR Y 219e1 23799 23.931 24.866 -0.154
MFLAO142 .
sigma-54 (Rpol) [Methylobacillus flagellatus KT]637937033 YP_ 544254
MFLAG143 7.283 6.626 7.992 053 Y Y 1o02E1 25789 26.253 27.040 -0.392
sigma 54 modulation protein/ribosomal protein S30FA [Methylobacillus flagellatus KT]637937034 YP_544255
3.656 4.769 5.317 0992 YRJEJY 227e2 23484 24.770 25.266 -1.499
MFLAO144
HPr kinase [Methylobacillus flagellatus KT]637937035 YP_544256
MELAO145 2.521 2.334 3.430 1186 YJEJY 1871 21305 21.922 22.646 0.603
Uncharacterised P-loop ATPase protein UPFOO42 [Methylobacillus flagellatus KT]637937036 YP_544257
MFLAG146 4.758 4.766 5.762 0108 YRIEJY 1561 24076 23.758 24.926 0.262
PTS system fructose subfamily I1A component [Methylobacillus flagellatus KT]637937037 YP_544258
3.582 3.764 4.676 0757 YR Y 27e1  24.029 24.064 25.047 -0.320
MFLAO147 =
HPrNtr [Methylobacillus flagellatus KT]637937038 YP_544259
MFLA0148 4.609 3.893 5.295 0636 YIJEJY 206E2 21.868 23.080 23.598 -1.339
Phosphoenolpyruvate-protein phosphotransrerase [Methylobacillus flagellatus KT]637937039 YP_544260
0.000 0.000 0.000 0.000
MFLAO149 |1
hypothetical protein [Methylobacillus flagellatus KT]637937040 YP_544261
7.581 7.899 8.749 0318 YR Y 107E1 27269 27.472 28.374 -0.222
MFLAO0150 . = -
Oligopeptidase A [Methylobacillus flageliatus KT]637937041 YP 544262
MFLAGLS1 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637937042 YP_ 544263
MFLAG152 0.000 0.000 || 0.000 0.000
Twin-arginine translocation pathway signal [Methylobacillus flagellatus KT]637937043 YP_544264
0.000 0.000 0.000 0.000
MFLA0153 , 1
ABC transporter related [Methylobacillus flagellatus KT71637937044 YP_ 544265
0.000 0.000 0.000 0.000
MFLAO154 .-

ABC transporter related [Methylobacillus flagellatus KT]637937045 YP_544266
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO155 0.000 0.000 0.000 0.000
/nner-membrane translocator [Methylobacillus flagellatus KT]637937046 YP_544267
MFLAOLS6 0.000 0.000 || 0.000 0.000 |
Inner-membrane translocator [Methylobacillus flagellatus KT7637937047 YP_544268
0.000 0.000 0.000 0.000
MFLAO157 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637937048 YP_ 544269
MFLAG15S 0.000 0.000 || 0.000 0.000 |
" putative N, N-dimethylformamidase [Methylobacilus flagellatus KT]637937049 YP_ 544270 """
MFLAOL5S 0.000 0.000 | 0.000 0.000 |
" transcriptional regulator, LuxR family [Methylobacillus flagellatus KT1637937050 YP 544271 """
0.000 0.000 0.000 0.000
MFLAO160 | |
YaeQ [Methylobacillus flagellatus KT]637937051 YP_ 544272
MELAOL61 3.915 4.695 5.357 0708 YIJEJY 763E2 23451 24.372 24.983 0792 Y
YbaKyprolyl-tRNVA synthetase associated region [Methylobacillus flagellatus KT]637937052 YP_ 544273
0.000 0.000 0.000 0.000
MELAO162 [ | | ||
alpha/beta hydrolase rfold [Methylobacillus flagellatus KT]637937053 YP_544274
0.000 0.000 0.000 0.000
MFLAO163 : | | | |
Methyltransterase type 11 [Methylobacillus flagellatus KT]637937054 YP_544275
0.000 0.000 0.000 0.000
MFLAO164 - _ [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637937055 YP 544276
MFLAG165 0.000 0.000 | ] | 0.000 0.000 |
protein of unknown function DUFE90 [Methylobacillus flagelliatus KT]637937056 YP_ 544277
0.000 0.000 0.000 0.000
MFLAO166 | | | |
ABC-2 [Methylobacillus flagellatus KT]637937057 YP_544278
MELAOL67 0.521 1.825 2.315 0153 YR Y 131E1 18300 19.037 19.716 0.282
response regulator receiver domain protein (Chey-/ike) [Methylobacillus flagellatus KT]637937058 YP_544279
4.101 4.114 5.107 0174 YR Y 254E1 23240 23.300 24.270 -0.190
MFLAO0168 : i i
secretion protein HlyD [Methylobacillus flagellatus KT]637937059 YP_544280
MELAOL6S 3.637 1.000 3.852 1620 YIJEJ Y 24561 21574 20.435 22.114 -0.046
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637937060 YP_544281 """
MFLA0170 0.000 0.000 | 0.000 0.000
" transcriptional regulator, TetR framily [Methylobacillus flageliatus KT]637937061 YP 544282 """
3.521 1.000 3.752 2521 YR Y 21.803 17.920 21.898 3.883
MFLAO171
hypothetical protein [Methylobacillus flagellatus KT]637937062 YP_544283
MELAOLY2 4.413 4.875 5.663 0456 YJEJY 151E1 23455 23.643 24.552 -0.151
exodeoxyribonuclease IIT (xth) [Methylobacillus flagellatus KT]637937063 YP 544284
3.532 2.889 4.246 0.794 Y nn Y 1.16E-1  23.482 24.038 24.787 -0.505
MFLAO0173
nitroreductase [Methylobacillus flagellatus KT]637937064 YP_544285
0.813 0.813 Y Y 20.266 20.266
MFLA0174 o]
hypothetical protein [Methylobacillus flagellatus KT]637937065 YP_544286
0.000 0.000 0.000 0.000
MFLAO0175 = ..
MgtC/SapB transporter [Methylobacillus flagellatus KT]637937066 YP_ 544287
0.000 0.000 0.000 0.000
MFLAO176 .-

hypothetical protein [Methylobacillus flagelliatus KT]637937067 YP_ 544288
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLAQ177 0.521 0.521 YA Y 20.059 20.059 Y K]
Deoxyguanosinetriphosphate triphosphohydrolase [Methylobacillus flagellatus KT]637937068 YP_544289
3.307 1.000 3.573 tie7 YR Y 72482 23217 21.335 23.564 0.870
MFLAO178 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937069 YP 544290
0.000 0.000 0.000 0.000
MFLAO179 . . .
MIP family channel proteins [Methylobacillus flagellatus KT]637937070 YP_544291
MFLA0180 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF1275 [Methylobacillus flagellatus KT]637937071 YP_544292
MFLAozsy O El 6.110 6.342 7.231 0232 YR Y 269e1 25321 25.285 26.303 -0.141
" two component, sigmas4 specific, transcriptional regulator, Fis family [Methylobacillus flagellatus KT]637937072 YP_544293 """
MFLA0182 5.114 3.611 5.550 1504 Y Y t2tE1 22693 22.001 23.388 0.576
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937073 YP_544294
MELAO183 3.038 2.095 3.642 o786 YJEJY 409E2  20.965 22.037 22.598 -1.233
putative proline rich signal peptide protein [Methylobacilus flagellatus KT]637937074 YP_544295
1.84 E-11 6.411 4.945 6.856 1.465 R Y 1.69E-1 23.967 23.805 24.888 0.211
MFLAO184 ]e
sun protein [Methylobacillus flagellatus KT]637937075 YP_ 544296
4.266 2.816 4.716 1245 YR Y 7192  24.267 23.223 24.838 1.137
MFLA0185 i .
" peptidase M48, Ste24p [Methylobacilus flagellatus KT]637937076 YP_544297 """
MFLAo1ss |32 B2 4.828 5.065 5.952 0218 YRJEJY 202E1 23493 23.721 24.612 -0.446
methionyl-tRNA formyltransferase [Methylobacillus flagellatus KT]637937077 YP_ 544298
1.44 E-1 4.587 5.217 5.936 0802 YR Y 221E1 24298 24.510 25.408 -0.637
MFLAO187
Peptide deformylase [Methylobacillus flagellatus KT]637937078 YP_544299
6.223 5.688 6.980 053t YR Y 2731 2567t 25.650 26.661 -0.047
MFLA0188 = — .
Peptidoglycan-binding LysM [Methylobacillus flagellatus KT]637937079 YP_544300
MFLAOL8S 1.106 1.106 Y nn Y 18.772 18.772
" DIVA processing protein DprA, putative [Methylobacillus flagellatus KT]637937080 YP_544301 """
MFLAG190 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF494 [Methylobacillus flagellatus KT]637937081 YP_ 544302
MFLAoLer 4 E 16 6.201 7.326 7.870 -1210 GJEJG 83563 25048 26.504 26.952 -1.449
" 5, 10-methylenetetrahydrofolate reductase [Methylobacilus flagellatus KT71637937082 YP_544303 """
MFLA0102 0.000 0.000 | 0.000 0.000
membrane protein of unknown function [Methylobacillus flagellatus KT71637937083 YP_544304
0 9.243 9.611  10.439 0414 YR Y 429e2 29142 29.675 30.433 -0.574
MFLA0193 i .
adenosylhomocysteinase [Methylobacillus flagellatus KT]637937084 YP_544305
MELAGL94 8.175 8.311 9.244 0160 YR Y 323E2 28043 28.873 29.517 -0.920
Methionine adenosyltransferase [Methylobacillus flagellatus KT1637937085 YP_ 544306
MFLAG195 2.980 3.616 4.333 0457 Y Y 3272 21849 21.684 22.768 1.171
ljpid A biosynthesis acyltransferase [Methylobacillus flagellatus KT]637937086 YP_544307
3.386 3.385 4.386 0006 YR Y 2721 22261 22.281 23.271 -0.068
MFLA0196 — = =
Diaminopimelate epimerase [Methylobacillus flagellatus KT]637937087 YP_544308
MELAO197 5.096 5.704 6.432 0701 YIJEJY 846E2 25561 26.283 26.967 -0.987
protein of unknown function DUF484 [Methylobacillus flagellatus KT]637937088 YP_ 544309
0.000 0.000 0.000 0.000
MFLAO198 L

Tyrosine recombinase XerC [Methylobacillus flagellatus KT]637937089 YP_ 544310
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO199 3.135 3.240 4.189 0897 YNXIAKARY 565E-2 18.605 22.347 22.451 -2.723 Y K]
molybdenum cofactor biosynthesis protein C [Methylobacillus flagellatus KT]637937090 YP_ 544311
2.106 1.585 2.869 052t YR Y 20.801 20.685 21.744 0.115
MFLA0200 = =
" peptidase M48, Ste24p [Methylobacilus flagellatus KT7637937091 YP_ 544312 """
MFLA0201 0.000 0.000 0.000 0.000
" transmembrane proetin, twin-arginine transfocation pathway signal [Methylobacillus flagellatus KT]637937092 YP_544313 """
0.000 0.000 0.000 0.000
MFLA0202 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637937093 YP_544314
MELAD203 8.168 7.896 9.038 0175 YK Y 258E1 27470 27.508 28.489 -0.016
" Alcohol defiydrogenase, zinc-binding [Methylobacillus flagellatus KT]637937094 YP_544315 """
MFLAG204 2.307 2.700 3.517 1533 YJEJY 153E2 21965 22.903 23.509 -1.940
" Chromosomal replication initiator, DnaA [Methylobacillus flagellatus KT]637937095 YP_ 544316 """
MELAO205 0 6.311 8.244 8.579 -1.726 GJEJG 738E3 2519 26.143 26.746 -0.955
phosphoribosylformylglycinamidine cyclo-ligase [Methylobacillus flagellatus KT]637937096 YP_544317
1.43 E-7 6.298 5.210 6.854 1.124 R Y 7.93E-2 24.296 23.694 25.027 0.541
MFLA0206 -]®
hypothetical protein [Methylobacillus flagellatus KT]637937097 YP_ 544318
0.000 0.000 0.000 0.000
MFLA0207 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637937098 YP_544319
1.68 E-3 5.505 6.183 6.883 0668 GEJEJY 209e2 24547 26.025 26.467 -1.461
MFLA0208 =
Fimu (Sun) [Methylobacillus flagellatus KT]637937099 YP_ 544320
MFLAG209 0.000 0.000 | ] | 0.000 0.000
sodium.dicarboxylate symporter [Methylobacillus flagellatus KT]637937100 YP_ 544321
7.689 7.878 8.787 0001 YRJEJY 146E1  29.556 30.168 30.894 -0.587
MFLAO0210 | .
blue (type 1) copper domain [Methylobacillus flagellatus KT]637937101 YP_ 544322
4.362 2.897 4.808 0.912 Y Y 5.8 E-2 22.302 20.511 22.669 1.663
MFLAO211 o i : . nn
acrifiavin resistance protein [Methylobacillus flagellatus KT71637937102 YP_ 544323
4.824 4.444 5.647 0381 Y Y 345682 23854 25.151 25.644 -1.305
MFLAO212
secretion protein HlyD [Methylobacillus flagellatus KT]637937103 YP_ 544324
MFLA02L3 1.398 1.398 ig o |e 19.129 19.129
" negative regulator of AmpC, AmpD [Methylobacillus flagellatus KT]637937104 YP_544325 """
vFLaozia 07 B2 4.816 5.432 6.157 0610 YIJEJY 487E2 23389 24.062 24.764 -0.772
" two component, sigmas4 specific, transcriptional regulator, Fis family [Methylobacillus flagellatus KT]637937105 YP_544326 """
MFLAO215 1.843 3.759 4.098 0784 YR Y 107E1  19.660 21.927 22.199 -1.185
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937106 YP_544327
0.000 0.000 0.000 0.000
MFLAO0216 i | § ..
hypothetical protein [Methylobacillus flagellatus KT]637937107 YP 544328
0.000 0.000 0.000 0.000
MFLAO217 .-
sigma-24 (Fecl-like) [Methylobacillus flagellatus KT]637937108 YP_ 544329
MFLAG218 0.000 0.000 || 0.000 0.000
putative transmembrane protein [Methylobacillus flagellatus KT]637937109 YP_ 544330
3.674 3.458 4.570 0.264 Y Y 2.41E-2 20.500 21.395 22.016 -0.881 Y
MFLA0219 - ‘ o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637937110 YP 544331
0.000 0.000 0.000 0.000
MFLA0220 [ | |

permease Yigh/YigQ [Methylobacillus flagellatus KT]637937111 YP_ 544332
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus

ORF

MFLAO221 1.521 2.807 3.303 -1.287 YR Y 21.774 22.062 22.925 -0.289
permease Yigh/YigQ [Methylobacillus flagellatus KT]637937112 YP_ 544333
8.246 8.129 9.189 0002 YR Y 242E1 28232 28.186 29.210 0.012
MFLA0222 i i iy
Leucy! aminopeptidase [Methylobacillus flagellatus KT]637937113 YP 544334
MFLA0223 0.000 0.000 i ook 18.790 18.790
" DIVA polymerase II7 chii subunit, HolC [Methylobacillus flagellatus KT]637937114 YP_ 544335 """
4.53 E-4 5.816 4.997 6.464 0872 R Y 16781 22333 21.713 23.056 0.331
MFLAO224
hypothetical protein [Methylobacillus flagellatus KT]637937115 YP_544336
MFLA0225 0.000 0.000 | 0.000 0.000
glycine cleavage system H protein [Methylobacillus flagellatus KT]637937116 YP_544337
MFLA0226 0.000 0.000 | ] | 0.000 0.000
" peptidase S11, D-alany/-D-alanine carboxypeptidase 1 [Methylobacilus flagellatus KT]637937117 YP_ 544338 """
4.16 E-2 7.382 7.339 8.361 002t YRJEJY 225e2 26344 27.053 27.742 -0.717
MFLA0227 . =
DINA topoisomerase [Methylobacillus flagellatus KT]637937118 YP_ 544339
4.179 2.471 4.564 1.712 Y Y 5.48E-2 22.188 21.929 23.064 0.271
MFLA0228 o]0
PP-loop [Methylobacillus flagellatus KT]637937119 YP_544340
MFLA0229 4.080 4.930 5.567 0901 YRJEJY 459e2 23167 23.914 24.588 -0.855
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637937120 YP_ 544341
MFLA0230 1.710 1.710 Y nn Y 21.241 21.241
protein of unknown function DUF185 [Methylobacillus flageliatus KT]637937121 YP 544342
0.000 0.000 0.000 0.000
MFLA0231 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637937122 YP 544343
MFLA232 4.556 4.972 5.779 0543 YR Y t14e1 23401 24.201 24.856 -2.078
" GTP-binding protein, HSRI-related [Methylobacillus flagellatus KT]637937123 YP_ 544344 """
5.055 3.788 5.556 0.976 Y Y 2.03E-1 23.719 23.311 24.530 0.155
MFLA0233 : ) ) nn
ResB-l/ike protein [Methylobacillus flagellatus KT]637937124 YP 544345
MFLA0234 0.000 0.000 | ] | 0.000 0.000
cytochrome c assembly protein [Methylobacillus flagellatus KT]637937125 YP_ 544346
MELAO235 3.364 2.322 3.935 ooar YJEJY 839E2 20933 20.340 21.667 -0.417
" ATP-binding region, ATPase-like protein [Methylobacillus flagellatus KT]637937126 YP_544347 """
2.99 E-2 5.201 5.219 6.210 0081 YIJEJY 272E1 24670 24.644 25.657 0.046
MFLA0236
methylation [Methylobacillus flagellatus KT]637937127 YP_544348
5.277 4.485 5.935 0907 YR Y 429e2 22209 23.774 24.194 -1.707
MFLA0237 .
ABC transporter related [Methylobacillus flagellatus KT]637937128 YP_544349
MFLA0238 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF140 [Methylobacillus flageliatus KT]637937129 YP 544350
6.460 6.194 7.333 o163 Y Y 2781 25540 25.510 26.525 -0.000
MFLA0239 ) :
Mammalian cell entry related [Methylobacillus flagellatus KT]637937130 YP_ 544351
1.16 E-2 6.284 6.176 7.231 o194 YR Y 956E2  27.283 27.891 28.619 -0.608
MFLA0240
toluene tolerance [Methylobacillus flagellatus KT]637937131 YP_ 544352
0.000 0.000 0.000 0.000
MFLAO241 | | N
STAS domain [Methylobacillus flagellatus KT]637937132 YP_ 544353
4.210 3.385 4.856 o798 YK Y 19E1 22269 22.650 23.472 -0.553
MFLAO0242

ABC transporter related [Methylobacillus flagellatus KT]637937133 YP_544354
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA0243
ABC-2 [Methylobacillus flagellatus KT]637937134 YP_544355
2.502 2.941 3.738 0460 YJEJY 685E2 22875 23.303 24.105 -0.437
MFLAO0244 : i ,
BolA-like protein [Methylobacillus flagellatus KT]637937135 YP_ 544356
6.347 5.974 7.173 o178 YK Y 23281  27.037 27.136 28.088 -0.198
MFLA0245 . . :
Glutaredoxin-related protein [Methylobacillus fiagellatus KT]637937136 YP 544357
MFLAO2as 6 EZ 5.214 5.207 6.210 0133 YIJEJY 1e61E2 23315 24.137 24.784 -0.815
UDP-NV-acetylglucosamine 1-carboxyvinyltransrerase [Methylobacillus flagellatus KT]637937137 YP_544358
MFLAO24y  L1EZ 5.298 5.760 6.548 -0.426 Y n. G 8.62E-3  23.852 25.361 25.795 -1.501
ATP phosphoribosyl/transferase [Methylobacillus flagellatus KT7637937138 YP_ 544359
1.47 E-7 7.342 7.922 8.661 0586 GJEJY 4292 26948 27.502 28.252 -0.564
MFLA0248 o .
Histidinol dehydrogenase [Methylobacillus flagellatus KT]637937139 YP 544360
MFLAOZas 10 E3 4.783 5.674 6.296 0893 GJEJG 636E3 23601 24.314 25.036 -0.625
histidinol-phosphate aminotransferase [Methylobacillus flagellatus KT]637937140 YP_544361
MFLA0250 0 11.768 12.040  12.910 0274 YRJEJY 1e9E3 31314 31.760 32.554 -0.446
Orotidine 5™-phosphate decarboxylase [Methylobacillus flagellatus KT]637937141 YP_544362
MFLAozs: 228 EZ 5.084 5.665 6.404 0571 YRJEJY 256E2 23418 24.198 24.860 -0.768
Imidazoleglycero/-phosphate defiydratase [Methylobacillus flagellatus KT]637937142 YP_ 544363
MELAG252 3.619 3.488 4.555 o070 YK Y 2281 23988 23.927 24.958 0.075
" midazole glycerol phosphate synthase, glutamine amidotransferase subunit [Methylobacillus flagellatus KT]637937143 YP_544364 """
MFLAOzss 21212 6.849 7.730 8.356 0880 GEJEJY 1o08E2 26134 26.856 27.540 -0.732
Phosphoribosy/formimino-5-aminofmidazole carboxamide ribotide isomerase [Methylobacillus flagellatus KT]637937144 YP_ 544365
MFLAozsa O3 ET 5.156 5.462 6.317 0293 YIJEJY 1261 24624 24.934 25.787 -0.353
" midazoleglycerol phosphate synthase, cyclase subunit [Methylobacilus fliagellatus KT]637937145 YP_544366 """
MELAOZSS 3.053 3.315 4.190 0443 YRJEJY 5132 18856 21.725 21.910 -2.622
Phosphoribosy/-AMP cyclohydrolase [Methylobacillus flagelliatus KT]637937146 YP 544367
MFLAG256 2.543 2.907 3.736 -1579 YR Y 178E2 21250 21.974 22.657 -1.727
phosphoribosyl-ATP pyrophosphohydrolase [Methylobacillus flagellatus KT]637937147 YP_544368
1.64 E-8 5.687 3.471 5.969 222 R Y t79e1 22882 23.191 24.045 -0.596
MFLAO0257 = . = .
histidine triad (HIT) protein [Methylobacillus flagellatus KT]637937148 YP_544369
MFLAO258 3.328 3.730 4.543 1362 YIJEJ Y 16162 24849 20.626 24.924 5.836
" twin-arginine translocation protein, TatA/E family [Methylobacillus flagellatus KT]637937149 YP_ 544370 """
MFLA025S 1.322 1.322 Y nn Y 22.383 22.383
twin-arginine translocation protein 7atB [Methylobacillus flageliatus KT]637937150 YP_ 544371
MFLA0260 0.000 0.000 .- 0.000 0.000
Sec-independent protein transfocase 7atC [Methylobacillus flagellatus KT]637937151 YP_ 544372
MFLAG261 4.5E-3 6.079 6.613 7.371 0536 GJJY 7242 25955 26.438 27.216 -0.449
" peptidase S1 and S6, chymotrypsin/Hap [Methylobacillus flagellatus KT]637937152 YP 544373 """
MFLAG262 4.903 3.032 5.251 1822 YR Y 223E1 21933 21.637 22.792 -0.347
protein of unknown function DUF34 [Methylobacillus flagellatus KT]637937153 YP_ 544374
MELAD263 0 8.435 9.384 9.986 0951 GEJEJY s26E2 27822 28.375 29.125 -0.648
glutathione S-transferase-like protein [Methylobacillus flagellatus KT]637937154 YP_ 544375
0.521 4.540 4.626 2956 YR Y 6472 21.089 25.304 25.379 -3.184
MFLAO0264

Stringent starvation protein B [Methylobacillus flagellatus KT]637937155 YP_ 544376
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
CALGEEE 0 12.327 13.069 13.746 -0.769 G (B Y 4.29E-3 33.109 33.547 34.345 -0.438 G
translation elongation factor Tu [Methylobacillus flagellatus KT]637937160 YP_544377
TR 0.000 0.000 0.000 0.000
Seck subunit of protein translocation complex [Methylobacillus flagellatus KT]637937162 YP 544378
7.122 6.869 8.001 o8t Y Y 59E2 27294 26.767 28.054 0.497
MFLA0267 - — -
NusG antitermination factor [Methylobacillus flagellatus KT]637937163 YP_ 544379
1.03 E-1 6.058 6.207 7.134 0168 YJEJG 83563 27.562 28.365 29.018 -0.801
MFLAO0268 - -
ribosomal protein L11 [Methylobacillus flagellatus KT]637937164 YP_544380
10.362 10.737  11.562 0367 YIJEJY 79E2 30038 30.623 31.360 -0.608
MFLA0269 - -
ribosomnal protein L1 [Methylobacillus flagellatus KT71637937165 YP_ 544381
8.125 8.035 9.081 o065 YIJEJ Y 253E1 28686 28.718 29.702 -0.063
MFLA0270
ribosomal protein L10 [Methylobacillus flagelliatus KT]637937166 YP_ 544382
10.175 10.248  11.212 0086 YIJEJY 7.24e2 29578 29.895 30.745 -0.341
MFLAO0271 ; .
ribosomal protein L7/L12 [Methylobacillus flagellatus KT]637937167 YP_ 544383
MFLAGZ72 10.761 10.793  11.777 0050 YIJEJY 348E2 30310 30.926 31.650 -0.663
" DVA-directed RNVA polymerase, beta subunit [Methylobacillus flagellatus KT]637937168 YP_544384 """
MFLA0273 10.631 10.712  11.672 003 YR Y 2782 29891 30.466 31.207 -0.602
" DVA-djrected RNVA polymerase, subunit beta-prime [Methylobacillus flagelliatus KT]637937169 YP_ 544385 """
6.383 7.198 7.848 o416 YJEJY eo0sE2 21827 25.277 25.404 -2.429
MFLA0274 - -
ribosomal protein S12 [Methylobacillus flagellatus KT]637937170 YP_ 544386
1.4 E-2 7.083 6.839 7.966 0265 Y Y 1o05E1 28386 28.533 29.461 -0.143
MFLA0275
ribosomal protein S7 [Methylobacillus flagellatus KT]637937171 YP 544387
MFLA276 10.227 10.623  11.438 0400 YRJEJY 392E2 30608 31.077 31.861 -0.480
translation elongation factor G [Methylobacillus flagellatus KT]637937172 YP_ 544388
MFLA0277 0.000 0.000 | 0.000 0.000
trans/ation elongation factor 7Tu [Methylobacillus flagellatus KT]637937173 YP_ 544389
2.63 E-2 6.925 7.075 8.002 o180 YRIY t21e1 27997 28.180 29.091 -0.175
MFLA0278
ribosomal protein S10 [Methylobacillus flagellatus KT]637937174 YP_ 544390
2.75 E-8 6.662 7.385 8.068 0697 GRIY 217e1 28232 28.337 29.285 -0.100
MFLA0279 - -
ribosomal protein L3 [Methylobacillus flagellatus KT]637937175 YP_544391
6.51 E-2 8.955 9.083  10.020 0128 YR Y 21e1 29661 29.614 30.638 0.038
MFLA0280
ribosomal protein L4/L1e [Methylobacillus flagellatus KT]637937176 YP_ 544392
6.304 6.468 7.389 0354 YR Y 258E1 27679 27.638 28.659 -0.026
MFLAO281 - -
Ribosomal protein L25/L23 [Methylobacillus flagellatus KT]637937177 YP_544393
8.192 8.405 9.302 0196 Y Y 264E1 29181 29.190 30.186 -0.016
MFLA0282 - -
ribosomal protein L2 [Methylobacillus flagellatus KT7637937178 YP_ 544394
0 7.054 5.504 7.478 1548 RIIQY 5972 26721 27.076 27.910 -0.381
MFLA0283 . :
ribosomal protein S19 [Methylobacillus fiagellatus KT]637937179 YP 544395
1.13 E-1 7.866 7.811 8.839 ooso YR Y t3tE1 2870t 28.812 29.758 -0.102
MFLAO284 - -
ribosomal protein L22 [Methylobacillus flagellatus KT]637937180 YP_544396
0 7.430 8.200 8.865 0925 GEJJY 234e1 28119 28.272 29.197 -0.466
MFLA0285 - -
ribosomal protein S3 [Methylobacillus flagelliatus KT]637937181 YP_ 544397
1.21 E-1 6.362 6.195 7.281 o164 Y Y 103E1 28889 28.255 29.607 0.583
MFLA0286

ribosomal protein L16 [Methylobacillus flagellatus KT]637937182 YP_ 544398
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO287 1.38 E-3 6.376 5.772 7.105 0.591 R (Y 1.36E-1 26.805 27.000 27.906 -0.226 Y K]
ribosomal protein L29 [Methylobacillus flagellatus KT]637937183 YP_544399
5.966 5.729 6.853 0368 YIJEJY 202E1 25534 25.712 26.626 -0.294
MFLA0288 = .
ribosomal protein S17 [Methylobacillus flagellatus KT]637937184 YP_ 544400
3.82E-3 7.180 6.759 7.985 0430 YR Y 107E1 28046 28.289 29.173 -0.222
MFLA0289 i i
ribosomal protein L14 [Methylobacillus flagellatus KT]637937185 YP 544401
1.61 E-10 7.781 7.019 8.450 o754 R Y 714e2 27942 27.520 28.746 0.415
MFLA0290 = =
ribosomal protein L24 [Methylobacillus flagellatus KT]637937186 YP_544402
0 8.036 8.802 9.469 -0.754 G G 2.75E-5 28.600 29.618 30.197 -1.018
MFLA0291 . . ..
ribosomnal protein L5 [Methylobacillus flagellatus KT71637937187 YP_544403
1.71 E-2 7.081 6.968 8.025 008 Y Y 179E1 27136 27.202 28.170 -0.075
MFLA0292
ribosomal protein S14 [Methylobacillus flagellatus KT]637937188 YP_ 544404
1.44 E-14 9.299 8.916  10.120 0422 YJEJ G 61963  26.883 28.025 28.564 -1.143
MFLA0293 = =
ribosomal protein S8 [Methylobacillus flagellatus KT]637937189 YP_544405
9.008 8.911 9.960 0.087 Y Y 8.3 E-2 29.205 29.544 30.385 -0.350
MFLA0294 o]0
ribosomal protein L6 [Methylobacillus flagellatus KT7637937190 YP_544406
0 6.284 8.288 8.609 1932 GJEJG 951E3 26329 27.547 28.063 -1.221
MFLA0295 i :
ribosomal protein L18 [Methylobacillus flagellatus KT]637937191 YP_544407
MELAG296 8.242 8.658 9.465 0366 YIJEJY 199e2  28.089 28.421 29.264 -0.336
ribosomal protein S5-/ike protein [Methylobacillus flagellatus KT]637937192 YP_ 544408
7.318 7.149 8.236 o150 YR Y 724E2 27283 27.023 28.159 0.260
MFLA0297
ribosomal protein L30 [Methylobacillus flagellatus KT]637937193 YP 544409
7.93 E-2 6.807 6.876 7.842 0082 YJEJG 969E3 27722 28.635 29.250 -0.927
MFLA0298 = =
ribosomal protein L15 [Methylobacillus flagellatus KT]637937194 YP_544410
1.843 3.086 3.594 o147 Y Y 1281 22350 24.055 24.441 -0.651
MFLA0299 = .
SecY protein [Methylobacillus flagellatus KT]637937195 YP_ 544411
MFLAG300 5.1E-2 5.631 5.166 6.417 0473 Y Y 112E1 25058 25.245 26.155 -0.182
translation initiation factor IF-1 [Methylobacillus flagellatus KT]637937196 YP_544412
0.000 0.000 0.000 0.000
MFLAO301 : ) .-
ribosomal protein L36 [Methylobacillus flagellatus KT]637937197 YP_544413
1.23 E-1 8.175 8.241 9.208 -0.064 Y Y 1.01E-2 27.274 27.961 28.658 -0.687 Y
MELA0302 @] @]
ribosomal protein S13 [Methylobacillus flageliatus KT]637937198 YP 544414
8.269 8.057 9.167 -0.001 Y Y 1.77 E-2 27.434 28.815 29.283 -1.354 Y
ol , . 0]0] @]
ribosomal protein S11 [Methylobacillus flagellatus KT]637937199 YP_544415
MELAG304 0 9.611 10.726  11.274 -1163 GRJJY 637E2 29.040 29.693 30.404 -0.703
" DVA-directed RNVA polymerase, alpha subunit [Methylobacillus flagellatus KT]637937200 YP_ 544416 """
5.084 4.388 5.777 o7or Y Y 47282 27012 27.704 28.400 -0.657
MFLAQO305 . §
ribosomal protein L17 [Methylobacillus flagellatus KT]637937201 YP_ 544417
4.017 5.466 5.916 -1483 Y Y 299E2 22462 24.414 24.745 -2.089
MFLA0306 . :
magnesium transporter [Methylobacillus flagellatus KT]637937202 YP_ 544418
MFLA0307 1.521 1.521 Y nn Y 20.216 20.216
MscS Mechanosensitive jon channel [Methylobacillus flagellatus KT1637937203 YP_ 544419
0.000 0.000 0.000 0.000
MFLA0308 L

hypothetical protein [Methylobacillus flagelliatus KT]637937204 YP_ 544420
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA0309 2.106 2.106 YA Y 19.947 19.947 Y K]
" transcriptional regulator, TetR family [Methylobacillus flagellatus KT]637937205 YP_ 544421 """
AERRnTo 5.13 E-3 5.806 3.931 6.153 0.874 R Y 7.16 E-2 24.905 22.118 25.100 1.759
conserved hypothetical signal peptide protein [Methylobacillus flagellatus KT7637937206 YP_544422
5.057 3.923 5.598 1160 Y Y 367E2 25773 22.107 25.882 3.705
MFLAO311
ribosomal protein L33 [Methylobacillus flagellatus KT]637937207 YP_ 544423
6.789 6.644 7.718 o245 YR Y 217e1 27470 27.640 28.557 -0.289
MFLAO0312
ribosomal protein L28 [Methylobacillus flagellatus KT]637937208 YP_544424
MFLAG313 4.908 4.015 5.529 o072 Y Y 264E1 23541 23.497 24.519 0.012
deoxyuridine 5-triphosphate nucleotidohydrolase (aut) [Methylobacillus flagellatus KT]637937209 YP 544425
MFLAGS1a S04 E2 5.474 5.164 6.327 0311 Y Y 1290E2 24.086 23.629 24.876 0.463
phosphopantothenoylcysteine decarboxylase/phosphopantothenate--cysteine ligase [Methylobacillus flagellatus KT]637937210 YP_ 544426
0.000 0.000 0.000 0.000
MFLA0315 - , ]
DINA repair protein RadC [Methylobacillus flagellatus KT]637937211 YP_544427
2.621 0.000 2.838 262t Y'Y 20.924 20.534 21.742 0.390
MFLAO0316
hypothetical protein [Methylobacillus flagelliatus KT]637937212 YP 544428
MFLAG317 0.000 0.000 || 0.000 0.000 |
molybdopterin oxidoreductase [Methylobacillus flagellatus KT]637937213 YP_ 544429
MFLAG31S 0.000 0.000 || 0.000 0.000 |
" Nitrite reductase (NVAD(P)H) large subunit, NirD [Methylobacillus flagellatus KT7637937214 YP_ 544430 """
MFLAG319 0.000 0.000 | ] | 0.000 0.000 |
" Mitrite reductase (NAD(P)H) large subunit, NirB [Methylobacillus flagellatus KT]637937215 YP_ 544431 """
MFLA0320 0.000 0.000 || 0.000 0.000 |
protein serine/threonine phosphatases [Methylobacillus flagellatus KT]637937216 YP_544432
0.000 0.000 0.000 0.000
el | | | | ||
WNitrate transporter [Methylobacillus flagellatus KT7637937217 YP_544433
MFLA0322 0.000 0.000 | ] | 0.000 0.000 |
uroporphyrin-III C-methyltransferase [Methylobacillus flagellatus KT]637937218 YP_ 544434
MFLA0323 1.000 1.000 ig o |e 19.519 19.519 i o
putative methyl-accepting chemotaxis sensory transaucer [Methylobacillus flagellatus KT]637937219 YP_ 544435
0.000 0.000 0.000 0.000
MELA0324 | | | ||
hypothetical protein [Methylobacillus flagellatus KT]637937220 YP 544436
MFLAG325 0.000 0.000 || 0.000 0.000 |
nitrate transport ATP-binding subunits C and D [Methylobacillus flagellatus KT]637937221 YP_544437
0.000 0.000 0.000 0.000
MFLA0326 ; .. .
nitrate transport permease [Methylobacillus flagellatus KT]637937222 YP_ 544438
MFLAG327 0.000 0.000 | ] | 0.000 0.000 |
nitrate transporter periplasmic component [Methylobacillus fiagellatus KT]637937223 YP 544439
0.000 0.000 0.000 0.000
MFLA0328 [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637937224 YP_544440
MFLA0329 0.000 0.000 | 0.000 0.000 |
response regulator receiver (CheY-like) and ANTAR domain protein [Methylobacillus flagellatus KT]637937225 YP_ 544441
0.000 0.000 0.000 0.000
MFLA0330 [ | |

protein serine/threonine phosphatases [Methylobacillus flagellatus KT]637937226 YP_544442
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA0331 — =
formate/nitrite transporter [Methylobacillus flagellatus KT]637937227 YP_ 544443
MFLAG332 2.521 2.700 3.613 010 YR Y 20.557 18.998 20.978 1.559
" ABC transporter, ATP-binding/permease protein [Methylobacillus flagellatus KT]637937228 YP_ 544444 """
3.908 1.668 4.185 oo Y Y 18s5E1 23217 21.061 23.509 -0.097
MFLA0333 i . .
hypothetical protein [Methylobacillus flagellatus KT]637937229 YP 544445
MFLAG334 3.120 2.844 3.989 o286 YJEJG 9513 19716 21.688 22.016 -1.960
carbon starvation protein CstA [Methylobacillus flagellatus KT]637937230 YP_ 544446
0.000 0.000 0.000 0.000
MFLA0335 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637937231 YP 544447
MFLAG336 1.967 3.140 3.669 -1167 YR Y 156E1 22974 22.077 23.594 -0.105
" transcriptional regulator, GntR family [Methylobacillus flagellatus KT]637937232 YP_ 544448 """
0.000 0.000 0.000 0.000
MFLA0337 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937233 YP_544449
MFLAO33S 5.320 4.719 6.051 0673 YJEJY 228E1 233886 23.659 24.777 0.061
Oxidoreductase ajpha (molybdopterin) subunit [Methylobacillus flagellatus KT]637937234 YP_544450
MFLA033S 2.106 0.585 2.537 w521 YRIRY Y 21.530 24.177 24.391 -2.647
proljpoprotein diacylglyceryl transferase [Methylobacillus flagellatus KT]637937235 YP_ 544451
7.673 7.733 8.703 0105 YR Y 2782 26872 27.627 28.298 -0.780
MFLAO0340 ; iy
dihydroxy-acid dehydratase [Methylobacillus flagellatus KT]637937236 YP_ 544452
4.16 E-2 6.267 6.341 7.305 012t YR Y 15561  25.803 25.554 26.684 0.182
MFLAO0341
Aldose 1-epimerase [Methylobacillus flagellatus KT]637937237 YP_ 544453
0.346 0.346 Y Y 22.587 22.587
MFLA0342 _ @]
" cytochrome c, class I [Methylobacillus flagelliatus KT]637937238 YP_ 544454 """
MFLA0343 0.521 0.521 g o|e ) 17.821 17.821
" slgmas4 specific transcriptional regulator with GAF sensor, Fis family [Methylobacillus flagellatus KT]637937239 YP_ 544455 """
3.621 0.346 3.763 3.274 Y nn Y 21.422 16.510 21.469 4.913
MFLAO0344 o i .
Pyrrolo-quinoline quinone [Methylobacillus flagellatus KT]637937240 YP_ 544456
MFLA0345 0.521 0.521 ig o |e 15.366 15.366
amino acid permease-associated region [Methylobacilus flagellatus KT]637937241 YP_ 544457
1.04 E-1 6.144 6.057 7.101 o069 Y Y t51E1 26380 26.259 27.321 0.105
MFLAO0346
Coproporphyrinogen oxidase [Methylobacillus flagellatus KT]637937242 YP_ 544458
3.512 2.505 4.094 oo YRJEJY t62E1 20770 21.023 21.902 -0.344
MFLAO0347 - - - -
SUAS5/yciO/yrdC-like protein [Methylobacillus flagellatus KT]637937243 YP_ 544459
MELAG348 3.5E-7 8.109 7.633 8.890 0452 YJEJ Y 1t46E2  26.942 27.454 28.221 -0.515
phosphoribosylamine--glycine ligase [Methylobacillus flagellatus KT]637937244 YP_ 544460
MFLAGZas 25 E2 8.255 8.156 9.207 o085 Y Y 47E2 27667 28.037 28.864 -0.392
phosphoribosylaminoimidazolecarboxamide formyltransferase/IMP cyclohydrolase [Methylobacillus flagellatus KT]637937245 YP_544461
4.273 1.915 4.530 3439 Y Y 1432 2299 20.911 23.300 3.095
MFLA0350 . — =
" helix-turn-helix, Fis-type [Methylobacillus flagellatus KT]637937246 YP_ 544462 """
MFLAGSS1 1.521 1.769 2.650 o762 Y Y t19E1 20261 22.483 22.764 -1.102
Dihydrouridine synthase TIM-barre/ protein nifR3 [Methylobacillus flageliatus KT]637937247 YP 544463
0.000 0.000 0.000 0.000
MFLA0352 |

methyl-accepting chemoltaxis sensory transaucer [Methylobacillus flagellatus KT]637937248 YP_544464
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO353 0.000 0.000 0.000 0.000
protein of unknown function DUF72 [Methylobacillus flagellatus KT]637937249 YP_544465
4.211 2.749 4.658 1614 Y Y 99E2  23.09 21.474 23.497 1.064
MFLAO0354 = -
Thil/Plol [Methylobacillus flagellatus KT]637937250 YP_ 544466
MFLAG3SS 0.000 0.000 | ] | 0.000 0.000
" transcriptional regulator, TetR family [Methylobacillus fiagellatus KT]637937251 YP 544467 """
MFLAG356 0.000 0.000 .- 0.000 0.000
protein of unknown function UPFO153 [Methylobacillus flagellatus KT]637937252 YP_544468
MFLAO357 1.521 1.521 g o|e ) 20.408 20.408
molybdopterin binding domain [Methylobacillus flagellatus KT]637937253 YP_544469
8.83 E-2 6.262 6.431 7.349 0172 YR Y 7112 24606 25.212 25.940 -0.587
MFLA0358 .
DNA polymerase I [Methylobacillus flagellatus KT]637937254 YP_ 544470
MELAO3SS 5.090 4.635 5.880 0300 Y Y 255e1 24521 24.595 25.558 -0.296
conserved hypothetical protein 730 [Methylobacilus flagellatus KT]637937255 YP_ 544471
4.419 5.069 5.780 -0.760 Y Y 1.69E-1 25.511 25.784 26.654 -0.414
MFLAO360 o]0
hypothetical protein [Methylobacillus flagellatus KT]637937256 YP_ 544472
3.952 4.385 5.185 0448 YJEJG 89E3 22634 24.527 24.871 -1.897
MFLAO0361
homoserine kinase [Methylobacillus flagellatus KT]637937257 YP_544473
0.000 0.000 0.000 0.000
MFLA0362 i | ) .-
hypothetical protein [Methylobacillus flagellatus KT]637937258 YP 544474
6.59 E-2 5.458 5.702 6.585 0287 YR Y 261E1 24497 24.555 25.527 -0.261
MFLA0363 . .
WvrD/REP helicase [Methylobacillus flagellatus KT]637937259 YP_544475
13.061 13.144  14.103 0095 YR Y 1o04E1 33607 33.248 34.439 0.312
MFLA0364 . .
chaperonin GroFL [Methylobacillus flagellatus KT]637937260 YP_544476
7.702 7.582 8.643 0.158 Y Y 3.18E-2 30.280 29.807 31.063 0.466
MFLAO0365 ) ) nn
chaperonin Cpnli0 [Methylobacillus flagellatus KT]637937261 YP_ 544477
0.000 0.000 0.000 0.000
MFLAO0366 . § . .-
hypothetical protein [Methylobacillus flagelliatus KT]637937262 YP_ 544478
0.000 0.000 0.000 0.000
MFLA0367 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937263 YP_544479
MFLAO368 0.000 0.000 | 0.000 0.000
" transcriptional regulator, TetR framily [Methylobacillus flageliatus KT]637937264 YP_ 544480 """
MFLAO369 7.794 7.758 8.776 000t YRJEJY 44E2 27675 28.221 28.974 -0.534
NADH.: flavin oxidoreductase/NADH oxidase [Methylobacillus flagellatus KT]637937265 YP_544481
MFLAG370 0.000 0.000 .- 0.000 0.000
" transcriptional regulator, ArsR family [Methylobacillus flagellatus KT]637937266 YP_ 544482 """
2.521 2.521 Y Y 20.663 20.663
MFLA0371 @]0]
hypothetical protein [Methylobacillus flagellatus KT]637937267 YP_ 544483
MFLAO372 0 8.125 4.554 8.241 3501 R R 636E3 28283 23.066 28.322 5.225
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637937268 YP_544484 """
MFLA0373 0 9.340 8.148 9.864 1167 R Y 42082 28645 27.110 29.073 1.436
Hydrophobe/amphiphile efflux-1 HAEL [Methylobacillus flagellatus KT]637937269 YP_544485
0 8.925 8.217 9.614 0679 R Y 22182 28764 27.510 29.269 1.234
MFLAO0374

secretion protein HlyD [Methylobacillus flagellatus KT]637937270 YP_544486
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0.000 0.000 0.000 0.000
MFLAO0375
hypothetical protein [Methylobacillus flagellatus KT]637937271 YP_544487
0.000 0.000 0.000 0.000
MFLAO0376 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937272 YP 544488
MFLA0377 3.221 1.585 3.623 1.636 Y nn Y 20.676 19.546 21.219 1.130
adenosylmethifonine-8-amino-7-oxononanoate aminotransferase [Methylobacillus flagellatus KT]637937273 YP_ 544489
MFLAO378 4.247 4.800 5.550 0551 YJEJG 636E3 21425 23.471 23.784 -2.170
D-alanyl-D-alanine carboxypeptidase/D-alany/-D-alanine-endopeptidase [Methylobacillus flagellatus KT]637937274 YP_ 544490
8.648 8.109 9.403 -0.086 Y Y 5.87E-2 26.794 27.327 28.085 -0.589
MFLAOS7S | o]
Peptiayprolyl isormerase [Methylobacillus flagellatus KT]637937275 YP_ 544491
3.514 4.975 5.422 0405 YR Y 13961 22625 24.028 24.491 -0.367
MFLA0380 : i :
OsmC-/ike protein [Methylobacillus flagellatus KT]637937276 YP_544492
MFLAG3S1 2.621 2.621 ig o |e 19.851 19.851
Glyoxalase/bleomycin resistance protein/dioxygenase [Methylobacillus flagellatus KT]637937277 YP_ 544493
5.046 4.328 5.731 0.747 Y Y 2.81E-2 24.170 25.185 25.765 -1.159
MFLAO382 o]0
hypothetical protein [Methylobacillus flagelliatus KT]637937278 YP_ 544494
6.52 E-3 8.051 8.278 9.169 0230 YRJEJY 193E1  28.059 28.191 29.127 -0.097
MFLA0383 i .
carboxy/-terminal protease [Methylobacillus flagellatus KT]637937279 YP_544495
MFLAG3S4 2.862 2.862 ig o |e 22.717 22.717
SelT/se/W/selH selenoprotein [Methylobacillus flagellatus KT7637937280 YP_544496
MFLA0385 2.585 2.585 Y nn Y 21.226 21.226
diguanylate phosphodiesterase (FAL domain) [Methylobacillus flagellatus KT]637937281 YP_544497
0 9.347 10.155  10.807 0810 GERJJY 117e2 28416 29.710 30.204 -1.326
MFLA0386 . . =
Superoxide dismutase [Methylobacillus flagellatus KT]637937282 YP_ 544498
0.000 0.000 0.000 0.000
MFLAO0387 = § ..
zinc/iron permease [Methylobacillus flagellatus KT]637937283 YP_544499
0.000 0.000 0.000 0.000
MFLAO388 , L
NLR/P60 [Methylobacillus flagellatus KT]637937284 YP_ 544500
3.224 3.224 Y Y 21.429 21.429
MFLAO0389 i | § un
hypothetical protein [Methylobacillus flagellatus KT]637937285 YP_544501
1.44 E-1 6.341 6.432 7.387 -0.092 Y Y 1.99E-2 25.506 25.717 26.615 -0.211
MFLA0390 o]0
ABC-1 [Methylobacillus flagellatus KT]637937286 YP_544502
MFLAG391 4.471 4.540 5.506 o005 YR Y o914e2 22638 22.967 23.812 -0.306
protein of unknown function DUF404 [Methylobacillus flagelliatus KT]637937287 YP_ 544503
MELAG392 1.813 2.949 3.490 0055 YIJEJ Y 134E1 18.064 20.647 20.870 -1.298
protein of unknown function DUF403 [Methylobacillus flageliatus KT]637937288 YP_ 544504
MFLA0393 0.000 0.000 | ] | 0.000 0.000
transglutaminase-like protein [Methylobacillus flagellatus KT]637937289 YP_ 544505
1.21 E-2 5.000 5.293 6.154 0202 YRJEJY 544E2 22750 23.917 24.448 -1.737
MFLA0394 = . =
hypothetical protein [Methylobacillus flagellatus KT]637937290 YP_544506
0.000 0.000 0.000 0.000
MFLA0395 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637937291 YP_ 544507
0.000 0.000 0.000 0.000
MFLA0396 L

peptidase U32 [Methylobacillus flagellatus KT]637937292 YP_ 544508
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MFLA0397 0.000 0.000 0.000 0.000
" transcriptional regulator, AraC family [Methylobacillus flagellatus KT]637937293 YP_544509 """
0.000 0.000 0.000 0.000
MFLAO398 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937294 YP 544510
MFLA0399 4.807 4.219 5.543 o460 Y Y 836E2 23809 23.365 24.604 0.404
" D-[somer specific 2-hydroxyacid defiydrogenase, NAD-binding [Methylobacillus flagellatus KT]637937295 YP_ 544511 """
8.28 E-3 5.364 6.003 6.719 0640 GRIJY 479e2 24.463 25.401 26.007 -0.890
MFLA0400 .
aldo/keto reductase [Methylobacillus flagellatus KT]637937296 YP_ 544512
MFLAGAOL 2.521 2.816 3.676 o7z Y Y t75e1 20710 21.448 22.126 0.324
" 20S proteasome, A and B subunits [Methylobacillus flagellatus KT]637937297 YP 544513 """
MFLAG402 0.000 0.000 ook 18.214 18.214
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637937298 YP_ 544514 """
0.000 0.000 0.000 0.000
MFLA0403 . i .-
transmembrane pair [Methylobacillus flagellatus KT]637937299 YP_ 544515
MFLA0404 0.000 0.000 | 0.000 0.000
putative ATP-dependent DNA helicase-related protein [Methylobacillus flagellatus KT71637937300 YP_ 544516
0.000 0.000 0.000 0.000
MFLA0405 ]
[Methylobacillus flagellatus KT]639329600
0.000 0.000 0.000 0.000
MFLA0406 i § i .-
hypothetical protein [Methylobacillus flagelliatus KT]1637937301 YP 544517
0.000 0.000 0.000 0.000
MFLA0407 .-
hypothetical protein [Methylobacillus flagellatus KT]637937302 YP_ 544518
MFLAG208 4.259 5.034 5.698 0778 YJEJG 42963 2279t 23.862 24.424 -1.077
" Leucine-rich repeat, typical subtype [Methylobacillus flagellatus KT]637937303 YP_544519 """
0.000 0.000 0.000 0.000
MFLA0409 : i ; ..
cation efflux protein [Methylobacillus flagellatus KT]637937304 YP_544520
2.521 2.140 3.343 1394 Y Y 52E2 20743 20.441 21.600 1.345
MFLA0410
Integron integrase [Methylobacillus flagellatus KT]637937305 YP_544521
2.601 2.966 3.835 0725 Y Y 907E2 2073t 22.161 22.617 -0.422
MFLAO411 5 ,
Helicase c2 [Methylobacillus fagellatus KT]637937306 YP_ 544522
MFLAGS12 1.521 3.205 3.596 0641 YO Y 353E2 21767 21.157 22.494 1.632
" peptidase M22, glycoprotease [Methylobacillus flagellatus KT]637937307 YP_ 544523 """
MFLA0413 0.813 1.000 1.910 0187 YR Y 20.398 19.628 21.064 0.770
ribosomal-protein-alanine acetyltransrerase [Methylobacillus flagellatus KT]637937308 YP_544524
MELAGA14 3.053 0.585 3.293 1278 YIJEJ Y 1.04E1  20.969 20.740 21.859 -0.878
phage SPO1 DNA polymerase-related protein [Methylobacillus flagellatus KT]637937309 YP_544525
0 7.624 5.644 7.950 1943 RIIQY s518E2 29221 26.800 29.468 2.337
MFLAO0415
LemA [Methylobacillus flagellatus KT]637937310 YP_ 544526
MFLAG416 4.430 2.966 4.876 1286 Y Y 69E2 24247 22.545 24.634 1.520
protein of unknown function DUF477 [Methylobacillus flagellatus KT]637937311 YP_ 544527
MFLAGaLy Y8 El 5.077 4.924 6.002 o6r YJEJY t54E1 22846 23.235 24.053 -0.679
protein of unknown function DUF477 [Methylobacillus flagellatus KT]637937312 YP 544528
0.585 0.585 Y Y 21.567 21.567
MFLAO418 e]o

hypothetical protein [Methylobacillus flagelliatus KT]637937313 YP_ 544529
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MFLAO419 5.064 6.452 6.919 -1.187 YQCJAIKLJY 8.15E-2 25.118 25.634 26.399 -0.604 Y K]
hypothetical protein [Methylobacillus flagellatus KT]637937314 YP_544530
8.97 E-11 6.757 7.604 8.242 0845 G Y o962E2 26.295 26.770 27.552 -0.610
MFLA0420 =
prolyl-tRNVA synthetase [Methylobacillus flagellatus KT]637937315 YP_ 544531
MFLA0421 1.322 1.322 Y nn Y 19.097 19.097
" Lytic transglycosylase, catalytic [Methylobacillus flagellatus KT]637937316 YP_544532 """
0.000 0.000 0.000 0.000
MFLA0422 .-
hypothetical protein [Methylobacillus flagellatus KT]637937317 YP_544533
4.926 4.938 5.932 -0.015 Y Y 1.35E-1 22.531 22.949 23.755 -0.644
MFLA0423 o 7 nn
S-adenosylmethionine [Methylobacillus flagellatus KT]637937318 YP_ 544534
2.816 2.816 Y Y 20.094 20.094
MFLAO0424 . . . nn
PepSY-associated TM helix [Methylobacillus flagellatus KT]637937320 YP_ 544535
7.35 E-9 6.528 5.424 7.079 1087 R Y 59762 25034 25.779 26.454 -0.766
MFLA0425 = = =
hypothetical protein [Methylobacillus flagellatus KT]637937321 YP_544536
8.81 E-17 5.668 7.035 7.508 1344 GG 41E3 25204 27.649 27.892 -2.443
MFLA0426
hypothetical protein [Methylobacillus flagelliatus KT]637937322 YP 544537
3.523 3.523 Y Y 22.837 22.837
MFLA0427 nn
ApbE-like ljpoprotein [Methylobacillus flagellatus KT]637937323 YP 544538
MELAG428 2.906 3.301 4.117 0571 YR Y 24562 20123 21.589 22.035 -1.563
flavodoxin/nitric oxide synthase [Methylobacillus flagellatus KT]637937324 YP_ 544539
MFLA0429 0.000 0.000 | ] | 0.000 0.000
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637937325 YP_ 544540
MFLAG430 1.843 0.000 2.197 XN © | © [ 19.913 20.360 21.154 -0.447
multi-sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937326 YP_544541
4.586 4.425 5.508 o201 Y Y 62tE2 21382 21.864 22.643 -0.493
MFLAO0431 . — -
Peptidoglycan-binding LysM [Methylobacillus flagellatus KT]637937327 YP_ 544542
MFLAG432 4.003 3.769 4.890 0155 YR Y 2281 22510 22.329 23.422 -0.006
" two component transcriptional regulator, winged helix family [Methylobacilus flagellatus KT]637937328 YP_544543 """
MFLAog3s IO ET 4.741 5.061 5.910 0365 YIJEJY 8152 26349 26.668 27.517 -0.352
" nitrogen regulatory protein P-II (GInB, GInk) [Methylobacillus flagellatus KT]637937329 YP_ 544544 """
0.000 0.000 0.000 0.000
MFLA0434 | | |
ammonium transporter [Methylobacillus flagellatus KT7637937330 YP_544545
0.000 0.000 0.000 0.000
MFLAO435 N
acyltransferase 3 [Methylobacillus flagellatus KT]637937331 YP_544546
MFLAG436 0.000 0.000 || 0.000 0.000
GCN5-related N-acetyltransferase [Methylobacillus flagellatus KT]637937332 YP_ 544547
MFLA0437 4.757 3.897 5.390 0852 YIJER 420E3 23221 21.973 23.728 1248 RH
" transcriptional regulator, XRE family with cupin sensor domain [Methylobacillus fiagellatus KT]637937333 YP_ 544548 """
3.908 2.871 4.480 0.809 Y Y 3.18 E-2 21.008 22.251 22.759 -1.604 Y
MFLA0438 - , 0]0] @]
hypothetical protein [Methylobacillus flagellatus KT]637937334 YP_544549
2.923 2.923 Y Y 20.747 20.747 Y
MFLA0439 - ; nn n
Aminomethyltransferase [Methylobacillus flagellatus KT]637937335 YP_544550
0.000 0.000 0.000 0.000
MFLA0440 [ | |

hypothetical protein [Methylobacillus flagellatus KT]637937336 YP_ 544551
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ORF

0.000 0.000 0.000 0.000
MFLA0441
ferredoxin [Methylobacillus flagellatus KT]637937337 YP_544552
0.000 0.000 0.000 0.000
MFLAO0442 i § .
hypothetical protein [Methylobacillus flagellatus KT]637937338 YP_ 544553
MFLAO443 0.000 0.000 0.000 0.000
putative PAS/PAC sensor protein [Methylobacillus flagellatus KT]637937339 YP 544554
MFLAG444 0.000 0.000 ig e |e 19.739 19.739
" sfgnal transauction histidine kinase, nitrate/nitrite-specific, Nar@ [Methylobacillus flagellatus KT]637937340 YP_544555 """
MFLA0445 3.828 5.044 5.560 1199 YR Y 461e2 21327 22.316 22.904 -1.089
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937341 YP_ 544556 """
MFLAG446 0.000 0.000 | ] | 0.000 0.000
amino acid permease-associated region [Methylobacillus flagellatus KT]637937342 YP_544557
MFLA0S47 0.585 0.585 ig o |e 20.521 20.521
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937343 YP_ 544558 """
MFLAG248 0.000 0.000 | 0.000 0.000
putative signal transduction histidine kinase [Methylobacillus flagellatus KT]637937344 YP_ 544559
MFLA0445 0.813 0.813 B 21.757 21.757
Outer membrane autotransporter barre/ [Methylobacilus flagellatus KT]637937345 YP_544560
MFLAGS50 0.000 0.000 || 0.000 0.000
multiple antiblotic resistance (MarC)-related proteins [Methylobacillus flagellatus KT]637937346 YP_ 544561
0.000 0.000 0.000 0.000
MFLAO0451 .-
Alkaline phosphatase [Methylobacillus flagellatus KT]637937347 YP_ 544562
MFLAG452 4.997 4.997 ig e |e 24.588 24.588
FAD dependent oxidoreductase [Methylobacillus flagellatus KT]637937348 YP_544563
MFLAO4SS 3.621 3.621 g o|e ) 24.478 24.478
" Sarcosine oxidase, delta subunit, heterotetrameric [Methylobacillus flagellatus KT1637937349 YP_ 544564 """
0 7.573 0.000 7.581 6159 R Y 1161 25826 17.406 25.830 7.030
MFLA0454 i .
Aminomethyltransferase [Methylobacillus flagellatus KT]637937350 YP_544565
4.302 4.302 Y Y 24.348 24.348
MFLA0455 i . § un
hypothetical protein [Methylobacillus flagellatus KT]637937351 YP_544566
0 7.409 2.334 7.451 4507 RIIQY 7782 26528 21.060 26.560 4.645
MFLA0456
Glutamate--ammonia ligase [Methylobacillus flagellatus KT]637937352 YP_544567
MFLAO457 0 8.410 2.000 8.427 5132 R Y 958e2 26502 19.614 26.515 5.727
" glutamine amidotransferase, class-II [Methylobacillus flagellatus KT]637937353 YP_544568 """
MFLAGSSS 6.812 6.812 ig o |e 26.254 26.254
" glutamate synthase, alpha subunit-like protein [Methylobacillus flagellatus KT]637937354 YP_544569 """
MFLA045S 0 8.581 3.754 8.631 4429 R Y 49282 27.760 22.512 27.798 4.930
ferredoxin-dependent glutamate synthase [Methylobacillus flagellatus KT]637937355 YP_544570
0.000 0.000 0.000 0.000
MFLAO460 - | ||
hypothetical protein [Methylobacillus flagellatus KT]637937356 YP_544571
MFLAO46L 0.521 0.521 g o|e ) 20.414 20.414
response regulator receiver (CheY-like) and ANTAR domain protein [Methylobacillus flagellatus KT]637937357 YP_544572
3.364 2.505 3.997 o868 YIJEJY 26561 21366 21.428 22.397 -0.331
MFLA0462

" chain B, amide receptor of the amidase operon (Amic) [Methylobacillus flageliatus KT]637937358 YP_ 544573 """
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MFLAO463 0.000 0.000 YA Y 18.517 18.517 Y K]
Nitrilase/cyanide hydratase and apoljpoprotein N-acyltransferase [Methylobacillus flageliatus KT]637937359 YP_ 544574
0.000 0.000 0.000 0.000
MFLAO0464 i § i ..
hypothetical protein [Methylobacillus flagellatus KT]637937360 YP 544575
3.945 3.000 4.549 0103 YR Y 914E2 21906 21.701 22.808 -0.868
MFLA0465
hypothetical protein [Methylobacillus flagellatus KT]637937361 YP_ 544576
0.000 0.000 0.000 0.000
MFLAO466 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637937363 YP_544577
MELAO467 3.868 2.879 4.456 1476 YRJEJY 11561 21163 21.715 22.466 -0.873
" bis(5 nucleosyl)-tetraphosphatase, ApaH [Methylobacillus flageliatus KT]637937364 YP 544578 """
MFLAG46S 0.000 0.000 | ] | 0.000 0.000
phospholjpid/glycerol acyltransterase [Methylobacillus flagellatus KT]637937365 YP_544579
MFLA046S 0.000 0.000 || 0.000 0.000
" conserved hypothetical protein, predicted autoinducer synthesis protein family [Methylobacillus flagellatus KT]637937366 YP_544580 """
0 7.406 6.083 7.891 1.215 R R 9.49 E-3 26.449 24.629 26.809 1.811
MFLA0470 ]
17 kDa surface antigen [Methylobacillus flagellatus KT]637937367 YP_544581
2E-2 5.589 5.176 6.397 033 YIJEJY 454e2 24752 25.482 26.163 -0.817
MFLA0471
PIkB [Methylobacillus flagellatus KT]637937368 YP_544582
MELAoazz L EO 4.444 6.028 6.444 -1.781 GJEJ G 446E3 22615 24.994 25.247 -2.424
" transcriptional regulator, TetR family [Methylobacillus flageliatus KT]637937369 YP 544583 """
0.000 0.000 0.000 0.000
MFLA0473 L
hypothetical protein [Methylobacillus flagellatus KT]637937370 YP_ 544584
MFLAG474 0.000 0.000 || 0.000 0.000
conserved hypothetical protein 701 [Methylobacilus flagellatus KT]637937371 YP_544585
MELAD47S 4.222 4.581 5.413 0375 YRJEJY 146E1 23093 23.753 24.461 -0.889
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637937372 YP_544586
MFLAG476 3.8 E-4 6.684 6.065 7.408 o636 R Y 8i15e2 25116 24.740 25.940 0.414
FAD linked oxidase-like protein [Methylobacillus flagellatus KT]637937373 YP_544587
MFLAOS77 0.000 0.000 || 0.000 0.000 |
protein of unknown function DUF1568 [Methylobacillus flagellatus KT]637937374 YP_544588
MFLAG478 0.000 0.000 | 0.000 0.000 |
putative transmembrane protein [Methylobacillus flagellatus KT]637937375 YP_ 544589
MFLA0479 0.000 0.000 || 0.000 0.000 |
putative transmembrane protein [Methylobacillus flagellatus KT]637937376 YP_ 544590
MFLAG480 0.000 0.000 || 0.000 0.000 |
putative transmembrane protein [Methylobacillus flagellatus KT]637937377 YP_ 544591
0.000 0.000 0.000 0.000
MFLAO481 | |
hypothetical protein [Methylobacillus flagellatus KT]637937378 YP_ 544592
MFLAG482 0.346 0.346 ig e |e 21.578 21.578 g o
putative transmembrane protein [Methylobacillus flagellatus KT]637937379 YP_ 544593
MFLA0483 0.000 0.000 | 0.000 0.000 |
Adhesin HecA 20-residue repeat x2 [Methylobacillus flagellatus KT71637937380 YP_ 544594
0.000 0.000 0.000 0.000
MFLA0484 | ] | |

Hemolysin activator HlyB [Methylobacillus flagellatus KT]637937381 YP_ 544595
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MFLAG4SS 0.000 0.000 0.000 0.000
protein of unknown function UPFOO60 [Methylobacillus flagellatus KT]637937382 YP_544596
MFLAG4S6 1.813 1.813 Y nn Y 18.017 18.017
" Amylo-alpha-1, 6-glucosidase [Methylobacillus flagellatus KT]637937383 YP_544597 """
0.000 0.000 0.000 0.000
MFLA0487 . .-
" glycosyl! transferase, group 1 [Methylobacillus flagellatus KT]637937384 YP_ 544598 """
MFLAG48S 4.179 3.719 4.967 o7z YR Y 13E1 22718 22.160 23.466 0.532
multi-sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937385 YP_544599
MFLA04SS 2.025 2.025 Y nn Y 23.412 23.412
" two component transcriptional regulator, winged helix family [Methylobacillus flagellatus KT]637937386 YP_544600 """
MFLA0490 2.106 2.106 Y nn Y 20.440 20.440
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637937387 YP_544601
MFLAGS91 0.521 0.521 Y un Y 19.342 19.342
DNA-3-methyladenine glycosylase I [Methylobacillus flagellatus KT]637937388 YP_544602
1.25 E-12 6.380 7.409 7.984 -1031 GJJY 12082 25393 26.307 26.921 -0.908
MFLA0492
Riboflavin synthase [Methylobacillus flagellatus KT]637937389 YP_ 544603
2.521 4.802 5.072 -1267 YRJEJY 328E2 22409 24.179 24.550 -0.769
MFLA0493 : o :
NusB antitermination factor [Methylobacillus flagellatus KT]637937390 YP_544604
MFLA0494 0.000 0.000 .- 0.000 0.000
FHA domain containing protein [Methylobacillus flagellatus KT]1637937391 YP_ 544605
MFLA0495 3.147 2.897 4.027 025t Y Y 163E1  22.001 21.507 22.775 0.550
" UDP-2, 3-diacylglucosamine hydrolase [Methylobacillus flagellatus KT]637937392 YP 544606 """
4.28 E-5 7.906 8.304 9.118 0397 YIJEJG 969E3 28377 29.265 29.889 -0.884
MFLA0496 = . .
Peptiayprolyl isomerase [Methylobacillus flagellatus KT]637937393 YP_544607
5.03 E-4 5.866 5.132 6.545 0789 R Y 9742 26517 25.624 27.138 0.951
MFLA0497 i ) .
Peptiayprolyl isormerase [Methylobacillus flagellatus KT]637937394 YP_ 544608
3.038 1.000 3.352 0752 YK Y 216E1 20954 19.459 21.392 -0.141
MFLA0498 . )
ErfK/YDIS/ YIS/ YnhG [Methylobacillus flagellatus KT]637937395 YP_544609
7.350 6.881 8.134 0343 Y Y 295e2 25556 26.267 26.955 -0.694
MFLA0499 = . =
Tetratricopeptide TPR_2 [Methylobacillus flagellatus KT7637937396 YP_544610
5.561 5.955 6.771 0455 YRJEJY t14E1 24605 25.229 25.951 -1.050
MFLAO0500
cysteinyl-tRVA synthetase [Methylobacillus flagellatus KT7637937397 YP_544611
0.000 0.000 0.000 0.000
MFLA0501 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637937398 YP_544612
MFLAG502 0.000 0.000 .- 0.000 0.000
outer membrane efflux protein [Methylobacillus flagellatus KT]637937399 YP 544613
0.000 0.000 0.000 0.000
MFLAO0503 ) . ) .-
secretion protein HIyD [Methylobacillus flagellatus KT]637937400 YP_ 544614
MFLAO504 2.996 1.915 3.555 1155 YRJEJ Y 189E2 19.946 20.448 21.219 0507 Y
Heavy metal efflux pump CzcA [Methylobacillus flagellatus KT]637937401 YP_ 544615
MFLAOSOS 1.668 1.668 g o|e ) 19.520 19.520 O
" nitrogen regulatory protein P-I7 (GInB, GInKk) [Methylobacillus flagellatus KT]637937402 YP 544616 """
1.27 E-2 5.822 6.288 7.074 -0.454 Y Y 2.59 E-2 24.336 24.897 25.644 -0.572 Y
MFLAO506 @]0] O

Dihydroorotate oxidase [Methylobacillus flagellatus KT]637937403 YP_ 544617
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOS07 1.843 3.162 3.648 -0.319 YOI Y 3.47E-2 19.090 20.720 21.124 -0.629 Y K]
glutathione S-transferase-like protein [Methylobacillus flagellatus KT]637937404 YP_544618
7.083 6.860 7.976 o185 Y Y 279e2 26462 27.213 27.886 -0.750
MFLAO0508 =
ATPase AAA-2 [Methylobacillus flagellatus KT]637937405 YP_ 544619
MFLADS09 4.581 4.407 5.497 0339 Y Y 2762 20884 22.489 22.899 -1.757
ATP-dependent Cip protease adaptor protein CipS [Methylobacillus flagellatus KT]637937406 YP_ 544620
MFLAOS10 2.106 2.983 3.610 037 Y Y to05E1  21.069 22.757 23.147 -0.656
protein of unknown function DUF21 [Methylobacillus flagellatus KT]637937407 YP_544621
0 5.450 7.199 7.575 1674 G Y 293E2 25757 27.050 27.544 -1.609
MFLAO511 = =
SecF protein [Methylobacillus flagellatus KT]637937408 YP_ 544622
MFLAOS12 25 E° 8.684 8.171 9.451 o511 R Y 42082 27423 27.626 28.528 -0.204
protein-export membrane protein SechD [Methylobacillus flagellatus KT]637937409 YP_544623
MELAOS13 0 8.562 9.192 9.911 0620 GEJJY 16E2 26807 27.873 28.436 -1.135
" preprotein transfocase, YajC subunit [Methylobacillus flagellatus KT]637937410 YP_544624 """
MFLAOS14 5.286 4.059 5.799 1258 YO Y 42282 22.869 22.512 23.702 0.353
queuine tRNA-ribosyltransferase [Methylobacillus flagelliatus KT]637937411 YP 544625
MFLAOS15 0.000 0.000 .- 0.000 0.000
CDP-diacylglycerol--serine O-phosphatiayltransferase [Methylobacillus flagellatus KT]637937412 YP_ 544626
4.253 3.573 4.952 o7s6 Y Y t12E1 2157t 20.766 22.224 0.672
MFLAO516 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937413 YP 544627
3.62 E-2 6.673 6.557 7.616 o114 Y Y 259E2 25060 25.441 26.263 -0.387
MFLAO517 . .
2-/sopropylmalate synthase [Methylobacillus flagellatus KT]637937414 YP_544628
MFLAG518 3.812 3.812 Y m Y 24.026 24.026
GreA/GreB family elongation factor [Methylobacillus flagellatus KT]637937415 YP_544629
MFLAOS19 0.000 0.000 | 0.000 0.000
putative integral membrane protein [Methylobacillus flagellatus KT71637937416 YP_544630
MFLAG520 4.439 4.344 5.392 0072 YK Y 102E1 23298 23.019 24.165 0.257
" HAD-superfamily subfamily I8, PSPase-like protein [Methylobacillus flageliatus KT]637937417 YP 544631 """
MFLAGS21 0.000 0.000 .- 0.000 0.000
cytochrome c assembly protein [Methylobacillus flagellatus KT]637937418 YP_ 544632
MFLAOs22 07 S 7.022 7.514 8.289 0485 YJEJY 826E2 26386 26.826 27.623 -0.475
signal recognition particle protein [Methylobacillus flagellatus KT]637937419 YP_ 544633
MFLAO523 0.000 0.000 .- 0.000 0.000
Drug resistance transporter EmrB/QacA subfamily [Methylobacilus flagellatus KT]637937421 YP_ 544634
MFLAG524 0.000 0.000 .- 0.000 0.000
GCN5-related N-acetyltransferase [Methylobacillus flagellatus KT]637937422 YP_ 544635
MFLAOS2s O 6.071 6.566 7.340 0595 GEIJY 20561 26155 25.972 27.066 0.097
phospho-2-dehydro-3-deoxyheptonate aldolase [Methylobacillus flagellatus KT]637937423 YP 544636
0.000 0.000 0.000 0.000
MFLA0526 | | |
hypothetical protein [Methylobacillus flagellatus KT]637937424 YP_544637
2.328 2.328 Y Y 19.344 19.344
MFLAO0527 i | ) nn
hypothetical protein [Methylobacillus flagelliatus KT]637937425 YP_ 544638
2.135 0.000 2.431 2.135 Y nn Y 19.274 19.134 20.206 0.139
MFLAO0528

diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC sensor(s) [Methylobacillus flageliatus KT]637937426 YP_ 544639
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOS29 3.184 1.915 3.685 1.210 YECJXK XY 1.23E-1 21.417 22.439 23.017 -0.530 Y K]
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637937427 YP_ 544640
MELAos30 092 B2 6.540 6.543 7.541 0015 YRJEJY 1e65E1 25450 25.539 26.495 -0.077
glucose sorbosone dehydrogenase [Methylobacillus flagellatus KT]637937428 YP_ 544641
MFLAG531 0.000 0.000 | ] | 0.000 0.000
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937429 YP_ 544642 """
1.813 1.813 Y Y 23.515 23.515
MFLA0532 0]0]
hypothetical protein [Methylobacillus flagellatus KT]637937430 YP_544643
0.000 0.000 0.000 0.000
MFLAO0533 i | ; ..
hypothetical protein [Methylobacillus flagelliatus KT]637937431 YP 544644
0.000 0.000 0.000 0.000
MFLA0S34 L
hypothetical protein [Methylobacillus flagelliatus KT]637937432 YP_ 544645
0 11.953 12.675  13.359 0721 G Y 13582 32450 33.535 34.092 -1.079
MFLAO535 .
WNHL repeat [Methylobacillus flagellatus KT]637937433 YP_ 544646
0.000 0.000 0.000 0.000
MFLAOS36 |1
hypothetical protein [Methylobacillus flagellatus KT]637937434 YP_ 544647
MFLAOS37 4.600 1.000 4.714 2459 Y Y 153E1 2187t 19.019 22.058 1.120
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637937435 YP_544648
0.000 0.000 0.000 0.000
MFLAOS38 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937436 YP_ 544649
MFLAGS39 0.000 0.000 | ] | 0.000 0.000
transiation initiation factor IF-1 [Methylobacillus flagellatus KT]637937437 YP_544650
MFLAG540 5.451 5.451 ig e |e 25.312 25.312
" transcriptional regulator, AraC family [Methylobacillus flagellatus KT]637937438 YP_544651 """
2.860 2.860 Y Y 21.468 21.468
MFLAO541 i i ; nn
hypothetical protein [Methylobacillus flagelliatus KT]637937439 YP 544652
MFLAG542 0.000 0.000 | ] | 0.000 0.000
" twin-arginine translocation protein, TatA/E family [Methylobacillus flagellatus KT]637937440 YP_544653 """
MFLA0S43 4.206 4.206 ig o |e 19.123 19.123
twin-arginine transl/ocation protein 7atB [Methylobacillus flageliatus KT]637937441 YP_ 544654
MFLAG544 0.000 0.000 | 0.000 0.000
Sec-independent protein translocase 7atC [Methylobacillus flagellatus KT]637937442 YP_ 544655
MFLAOS45 5.182 5.182 ig e |e 23.776 23.776
" transcriptional regulator, AraC family [Methylobacillus flagellatus KT]637937443 YP_544656 """
3.521 3.521 Y Y 21.132 21.132
MFLAOS46 - | o]
hypothetical protein [Methylobacillus flagellatus KT]637937444 YP_ 544657
0.000 0.000 0.000 0.000
MFLAO547 .-
hypothetical protein [Methylobacillus flagellatus KT]637937445 YP_ 544658
0 12.586 6.092  12.602 6529 Ry to3e2 34229 25.245 34.232 9.035
MFLAO0548 i .
Amine defydrogenase [Methylobacillus flagelliatus KT]637937446 YP_ 544659
MFLAOS49 4.691 4.691 g o|e ) 25.047 25.047
methylamine utilisation Mauk [Methylobacillus flagellatus KT1637937447 YP_ 544660
0 10.041 2.322 10.047 6.716 R .n Y 4.59E-2  31.402 22.275 31.405 8.115
MFLAO550

hypothetical protein [Methylobacillus flagellatus KT]637937448 YP_ 544661
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity

log, log, log, log, log, log,
g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus

ORF

7.785 7.785 28.414 28.414
MFLAO551 = =
Amine defiydrogenase [Methylobacillus flagellatus KT]637937449 YP_ 544662
7.524 7.524 Y Y 27.114 27.114
MFLAOSS2 , | o]
Cytochrome-c peroxidase [Methylobacillus flagellatus KT]637937450 YP_ 544663
0.000 0.000 0.000 0.000
MFLAO553 . § 5 .-
hypothetical protein [Methylobacillus flagellatus KT]637937451 YP_ 544664
MFLAGS54 5.720 5.720 ig e |e 26.079 26.079
MauMyNapG family ferredoxin-type protein [Methylobacilus flagellatus KT]637937452 YP_ 544665
MFLAOSSS 3.720 3.720 g o|e ) 22.321 22.321
" Ferredoxin-type protein, NapHy/Maull family [Methylobacillus flagellatus KT]637937453 YP_544666 """
0 8.213 2.459 8.239 4723 Ry 7.03e2 30970 21.533 30.972 8.384
MFLAO556 5 .
blue (type 1) copper domain [Methylobacillus flagellatus KT]637937454 YP_544667
MFLAOSS7 0.000 0.000 || 0.000 0.000
" proteln of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637937455 YP_544668 """
MFLAOSSS 3.199 3.199 g e|e )i 20.604 20.604
" DIVA topoisomerase, type 1, putative [Methylobacillus flagellatus KT]637937456 YP_544669 """
2.39 E-2 5.567 5.273 6.428 o218 YJEJY to0sE1 25022 24.381 25.737 0.532
MFLAO559 . .
heat shock protein Hsp20 [Methylobacillus flageliatus KT]637937457 YP_ 544670
MFLAG560 0.000 0.000 || 0.000 0.000
molybdenum cofactor synthesis-like protein [Methylobacillus flagellatus KT]637937458 YP_ 544671
MFLAOS61 4.254 2.334 4.592 1736 Y Y 406E2 22114 21.205 22.730 0.955
FAD-dependent pyridine nucleotide-disuiphiide oxidoreductase [Methylobacillus flagellatus KT]637937459 YP_ 544672
MFLAG562 0.000 0.000 || 0.000 0.000
" 4Fe-4S ferredoxin, fron-sulfur binding [Methylobacillus flagellatus KT]637937460 YP_544673 """
MFLAOS63 6.048 0.585 6.081 a8« YOO Y 7.24€2 25217 19.493 25.245 4.669
molybdopterin oxidoreductase [Methylobacillus flagellatus KT]637937461 YP_ 544674
0.000 0.000 0.000 0.000
MFLAOS64 L
hypothetical protein [Methylobacillus flagelliatus KT]637937462 YP_ 544675
MELAOS65 1.106 3.919 4.111 -1814 YIJEJY 288E2  19.254 21.952 22.159 -1.697
" transcriptional regulator, GntR family [Methylobacillus flagellatus KT]637937463 YP_ 544676 """
0.000 0.000 0.000 0.000
MFLAOS66 1
hypothetical protein [Methylobacillus flagelliatus KT]637937464 YP_ 544677
6.63 E-13 5.951 6.961 7.543 1175 G Y 376e2 25177 26.691 27.124 -1.839
MFLAO0567
aspartate kinase [Methylobacillus flagellatus KT]637937467 YP_544678
3.09 E-5 7.808 8.186 9.010 0380 YR Y toie2 27142 28.193 28.761 -1.079
MFLAO568 .
alany/l-tRVA synthetase [Methylobacillus flagellatus KT7637937468 YP_ 544679
0.000 0.000 Y Y 18.235 18.235
MFLAO0569 i . nn
regulatory protein RecX [Methylobacillus flagellatus KT]637937469 YP_ 544680
2.21 E-2 7.588 7.813 8.705 0222 YR Y 11e2 27.324 28.072 28.746 -0.748
MFLAO570
recA protein [Methylobacillus flagellatus KT]637937470 YP_ 544681
3.591 3.458 4.526 o168 YJEJG 89E3 21529 22.454 23.065 -0.928
MFLAO571 . : : .
CinA-like protein [Methylobacillus flagellatus KT]637937471 YP_ 544682
0.000 0.000 0.000 0.000
MFLA0572 |

phosphatiaylglycerophosphatase A [Methylobacillus flagellatus KT]637937472 YP_ 544683
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOS73 0.000 0.000 0.000 0.000
thiamine-monophosphate kinase [Methylobacillus flagellatus KT]637937473 YP_544684
MELAOS74 3.502 3.616 4.560 0064 YR Y 2E-1  23.807 23.538 24.679 0.073
molybdopterin binding domain [Methylobacillus flagellatus KT]637937474 YP_ 544685
3.883 4.129 5.011 0236 YJEJ Y 304E2 21.081 22.196 22.744 -1.098
MFLAO575
hypothetical protein [Methylobacillus flagellatus KT]637937475 YP_ 544686
MFLAOS76 3.744 3.975 4.864 0506 YRJEJY 1o09E1 23476 24.053 24.793 -0.562
” putative site-specific recombinase, prophage insertion [Methylobacilus flagellatus KT]637937476 YP_544687 """
0.000 0.000 0.000 0.000
MFLAO577 - = = ..
Na+/H+ antiporter subunit [Methylobacillus flagellatus KT]637937477 YP_544688
MFLAG578 0.000 0.000 | ] | 0.000 0.000
multiple resistance and pH regulation protein F [Methylobacillus flagellatus KT]637937478 YP_544689
1.931 1.931 Y Y 19.642 19.642
MFLAOS7S | o]0
cation antiporter [Methylobacillus flagellatus KT]637937479 YP_544690
MFLAOSS0 0.000 0.000 | 0.000 0.000
NADH dehydrogenase (quinone) [Methylobacillus flagellatus KT]637937480 YP_544691
MFLAGSS1 0.000 0.000 .- 0.000 0.000
" NVADH-ubiquinone oxidoreductase, chain 4L [Methylobacillus flagellatus KT]637937481 YP_544692 """
MFLAGS82 0.000 0.000 .- 0.000 0.000
NADH dehydrogenase (quinone) [Methylobacillus flagellatus KT]637937482 YP_ 544693
MFLAOSS3 6.162 6.413 7.293 0200 YR Y 1t19e2 24571 25.272 25.964 -0.698
protein of unknown function DUF615 [Methylobacillus flagellatus KT]637937483 YP 544694
MFLAOSS4 6.187 6.705 7.469 0568 YJEJG 931E3 24481 25.742 26.245 -1.277
" peptidase U62, modulator of DNA gyrase [Methylobacillus flagellatus KT]637937484 YP_544695 """
8.035 6.642 8.500 oo YIJEYY 12561 27.009 25.981 27.585 0.513
MFLAO585 — . -
VacJ-like /jpoprotein [Methylobacillus flageliatus KT]637937485 YP_ 544696
MFLAOSSE 02 E2 5.339 5.605 6.478 -toso YRIEJY 151E1 23665 23.984 24.833 -0.475
" Inosrtol phosphatase/fructose-1, 6-bisphosphatase [Methylobacillus flagellatus KT]637937486 YP_ 544697 """
MFLAOSS7 0.000 0.000 .- 0.000 0.000
" transcriptional regulator, AracC family [Methylobacillus flagellatus KT]637937487 YP_544698 """
MFLAOSSS 0.000 0.000 | 0.000 0.000
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637937488 YP_ 544699
MFLAOS8S 0.000 0.000 .- 0.000 0.000
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637937489 YP_ 544700
0.000 0.000 0.000 0.000
MFLA0S90 - | |1
hypothetical protein [Methylobacillus flageliatus KT]637937490 YP 544701
MFLAOS91 1.843 1.585 2.719 0.258 Y nn Y 20.531 20.012 21.294 0.519
Deoxyribodjpyrimidine photolyase [Methylobacillus flagellatus KT]637937491 YP 544702
MFLAG592 2.843 0.346 3.078 2,496 Y m Y 20.588 17.992 20.809 2.596 Y n
protein of unknown function DUF163 [Methylobacillus flagellatus KT]637937492 YP_ 544703
5.653 5.445 6.553 0.001 Y Y 2.68E-1 25.122 25.100 26.111 0.055
MFLA0593 i : . nn
lojap-related protein [Methylobacillus flagellatus KT7637937493 YP_ 544704
0.000 0.000 0.000 0.000
MFLA0S94 L

aspartate 1-decarboxylase [Methylobacillus flagellatus KT]637937494 YP_ 544705
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLAO595 i . .
hypothetical protein [Methylobacillus flagellatus KT]637937495 YP_544706
MFLAoses Tl ET 5.448 5.194 6.327 0276 Y Y 7272 23701 24.292 25.027 -0.729
pantoate--beta-alanine ligase [Methylobacillus flagellatus KT]637937496 YP 544707
MFLAGSSy 23 E1S 4.908 6.460 6.883 1779 G Y 242E2 23353 24.738 25.206 -1.701
3-methy/l-2-oxobutanoate hydroxymethyltransferase [Methylobacillus flagellatus KT]637937497 YP_ 544708
1E-2 4.521 6.129 6.538 0578 YR Y 218E1 22930 24.028 24.581 -0.075
MFLA0598 . = .
deoxynucleoside kinase [Methylobacillus flagellatus KT]637937498 YP_ 544709
MFLA0S99 0.000 0.000 | 0.000 0.000
2-amino-4-fydroxy-6- hydroxymethyldifiydropteridine pyrophosphokinase [Methylobacillus flagellatus KT]637937499 YP 544710
5.191 5.676 6.454 0576 YJEJY 302E2 23655 25.079 25.536 -1.608
MFLA0600 .
poly(A) polymerase [Methylobacillus flagellatus KT]637937500 YP_544711
MELAGGOL 3.804 3.095 4.493 0723 YK Y 255e2  22.040 22.362 23.210 -0.329
metal dependent phosphohydrolase [Methylobacillus flagellatus KT]637937501 YP_ 544712
MFLaos0z O B2 5.097 5.014 6.056 o163 Y Y 20261 2325 23.512 24.389 -0.300
" CRISPR-assoclated protein, CT1134 [Methylobacillus flagellatus KT]637937502 YP_544713 """
MFLAOG03 6.259 6.216 7.238 o200 YRJEJY o948E2 25444 25.823 26.646 -0.419
" CRISPR-associated protein, CT1133 [Methylobacilus flagellatus KT]637937503 YP_544714 """
MFLAOGos 207 B2 6.702 6.867 7.787 0199 YR Y 199E2 26419 27.147 27.829 -0.745
CRISPR-assoclated protein TM1801 [Methylobacillus flagellatus KT]637937504 YP_ 544715
MFLAGGOS 0.000 0.000 | ] | 0.000 0.000 |
CRISPR-assoclated protein Cas4 [Methylobacillus flagellatus KT]637937505 YP_544716
MFLAGG06 3.883 3.883 ig e |e 19.785 19.785 g o
CRISPR-assoclated protein Casl [Methylobacillus flagelliatus KT]637937506 YP_ 544717
MFLA0G07 0.000 0.000 | 0.000 0.000 |
protein of unknown function DUF196 [Methylobacillus flagelliatus KT]637937507 YP 544718
MFLAGG0S 0.000 0.000 | ] | 0.000 0.000 |
putative signaling membrane protein [Methylobacillus flagelliatus KT]637937508 YP_ 544719
MFLA0G0S 3.915 3.915 ig o |e 22.982 22.982 i o
Sulphate transport system permease protein 1 [Methylobacillus flagellatus KT]637937509 YP_ 544720
MFLAGG10 0.000 0.000 | 0.000 0.000 |
" Sulfate ABC transporter, permease protein CysW [Methylobacillus flagellatus KT]637937510 YP_ 544721 """
MFLAGG11 0.000 0.000 || 0.000 0.000 |
" Sulfate ABC transporter, permease protein CysT [Methylobacilus flagellatus KT]637937511 YP_ 544722 """
MFLA0G12 0.000 0.000 || 0.000 0.000 |
diguanylate phosphodiesterase (FAL domain) [Methylobacilus flagellatus KT]637937512 YP 544723
0.000 0.000 0.000 0.000
MFLAO613 || |
hypothetical protein [Methylobacillus flagellatus KT]637937513 YP 544724
3.532 3.532 Y Y 22.321 22.321 Y
o 3532 , o]0 @]
Thiosulphate-binding protein [Methylobacillus flagellatus KT]637937514 YP_544725
0.000 0.000 0.000 0.000
T ‘ | | | ||
Serine O-acetyltransferase [Methylobacillus flagellatus KT]637937515 YP_544726
0.000 0.000 0.000 0.000
MFLAO616 | |

major membrane protein I [Methylobacillus flagellatus KT]637937516 YP_544727
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOS17 0.000 0.000 0.000 0.000
" cysteine desulfurases, SufS subfamily [Methylobacillus flagellatus KT]637937517 YP_544728 """
MFLAGGLS 0.000 0.000 .- 0.000 0.000
molybdenum-pterin binding domain [Methylobacilus flagellatus KT7637937518 YP_ 544729
0.000 0.000 0.000 0.000
MFLAOG19 L
hypothetical protein [Methylobacillus flagellatus KT]637937519 YP 544730
4.128 4.128 Y Y 21.802 21.802
MFLAOG20 __ 128 | o]®
Thiosulphate-binding protein [Methylobacillus flagellatus KT]637937520 YP_544731
0.000 0.000 0.000 0.000
MFLAO621 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937521 YP 544732
3.318 3.318 Y Y 20.700 20.700
MFLA0622 Q0
hypothetical protein [Methylobacillus flagelliatus KT]637937522 YP 544733
0.000 0.000 0.000 0.000
MFLA0623 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637937523 YP_544734
2.135 0.585 2.559 155 YR Y 19.678 19.064 20.403 0.614
MFLA0624
Glutamate racemase [Methylobacillus flagellatus KT]637937524 YP_544735
3.398 2.844 4.147 1564 YR Y 27561 21173 22.170 22.756 0.006
MFLA0625
hypothetical protein [Methylobacillus flagellatus KT]637937525 YP_544736
MFLAoG2s |0 E 7.993 7.678 8.844 0304 Y Y t44E1  27.001 27.461 28.249 -0.720
branched-chain amino acid aminotransrerase [Methylobacillus flagellatus KT7637937526 YP_ 544737
0 8.542 4.746 8.642 3824 R Y 31782 27138 22.267 27.187 4.861
MFLA0627
OmpW [Methylobacillus flagellatus KT]637937527 YP_ 544738
MFLA0G28 2.521 1.322 3.042 1.199 Y m Y 20.123 18.616 20.558 1.507
electron transport protein SCO1/SenC [Methylobacillus flagellatus KT]637937528 YP_544739
MFLA0629 4.328 4.328 Y nn Y 23.464 23.464
" cytochrome c oxidase, cbb3-type, subunit I [Methylobacillus flagellatus KT]637937529 YP 544740 """
MFLAOS30 7.930 7.518 8.739 0.440 Y Y 2.02E-1 28.382 28.376 29.379 0.006
" cytochrome c oxidase, cbb3-type, subunit I [Methylobacillus flagellatus KT]637937530 YP_ 544741 """
0.000 0.000 0.000 0.000
MFLAO0631 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637937531 YP_544742
MFLA0G32 8.503 8.289 9.400 o266 YJEJY 724e2 28.005 28.258 29.137 -0.241
" cytochrome c oxidase, cbb3-type, subunit Il [Methylobacillus flagellatus KT]637937532 YP_ 544743 """
MFLAOG33 5.233 4.251 5.824 073t Y Y 239E2 23902 23.510 24.719 0.398
" 4Fe-4S ferredoxin, fron-sulfur binding [Methylobacillus flagellatus KT]637937533 YP_544744 """
4.678 4.036 5.393 o625 Y Y 83E2 24399 24.225 25.314 0.176
MFLAO0634 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937534 YP_ 544745
MFLAGG35 3.210 3.410 4.313 009t YR Y 354E2 21999 22.863 23.495 -0.850
Heavy metal translocating P-type ATPase [Methylobacillus flagellatus KT]637937535 YP_544746
2.980 1.807 3.510 1.173 Y m Y 22.941 23.929 24.518 -0.988
MFLA0636 = — .
bacterioferritin [Methylobacillus flagellatus KT]637937536 YP_ 544747
3.97 E-8 4.581 5.960 6.429 -1325 GBI Y 479e2 24.010 24.809 25.464 -0.960
MFLA0637 - — .
bacterioferritin [Methylobacillus flagellatus KT]637937537 YP_ 544748
0.000 0.000 0.000 0.000
MFLAOG38 L1

BFD-like (2Fe-25)-binding region [Methylobacillus flagellatus KT]637937538 YP_544749
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
1.668 1.668 YA Y 21.156 21.156 Y K]
MFLA0639 . =
globin [Methylobacillus flagellatus KT]637937539 YP_544750
MFLA0G40 1.843 1.843 Y nn Y 17.928 17.928
" transcriptional regulator, BadMy/Rr2 family [Methylobacillus flagellatus KT]637937540 YP_ 544751 """
MFLAOS41 0.000 0.000 0.000 0.000
protein of unknown function DUF45 [Methylobacillus flagellatus KT]637937541 YP_ 544752
MFLAGG42 3.943 3.974 4.959 0336 YIJEJY 248E1 22435 22.634 23.538 -1.242
phospholipid/glycerol acyltransterase [Methylobacilus flagellatus KT]637937542 YP_ 544753
MFLAOGas B El 5.039 5.379 6.219 0457 YIJEJY s61E2 23602 23.855 24.734 -0.276
Histidinol-phosphate phosphatase [Methylobacillus flagellatus KT]637937543 YP_ 544754
5.1E-2 7.603 7.816 8.713 0213 YR Y 104E1 26877 27.106 27.996 -0.255
MFLA0644
Glycine--tRNVA ligase [Methylobacillus flagellatus KT]637937544 YP_544755
3.996 4.745 5.418 0728 YRJEJY 617e2 23.408 24.549 25.088 -1.082
MFLA0645 = ) X
Glycine--tRNVA ligase [Methylobacillus flagellatus KT]637937545 YP_544756
MFLA0GA46 0.000 0.000 | 0.000 0.000
apoljpoprotein N-acyltransferase [Methylobacillus flagellatus KT]637937546 YP 544757
MFLA0G47 3.221 0.346 3.405 2.875 Y nn Y 23.863 20.801 24.026 3.062
large conauctance mechanosensitive channel protein [Methylobacillus flagellatus KT]637937547 YP_544758
5.41 E-2 6.014 6.059 7.037 0008 YIJEJY 318E2 24680 25.624 26.228 -1.081
MFLA0648 =
CBS [Methylobacillus flagellatus KT]637937548 YP_ 544759
MFLA0645 0.000 0.000 | ] | 0.000 0.000
protein of unknown function UPFO054 [Methylobacillus flagellatus KT]637937549 YP_544760
1.36 E-11 5.210 6.564 7.040 -1380 G Y 317e2 24827 26.237 26.698 -1.349
MFLA0650 . . =
PhotH-like protein [Methylobacillus flagellatus KT]637937550 YP_ 544761
MFLAGGS1 5.357 0.585 5.409 3647 YK Y 133E1 23656 20.550 23.815 1.718
RNVA-/(6)A37 modification enzyme MiaB [Methylobacillus flageliatus KT]637937551 YP_ 544762
MFLAGGS2 3.960 4.219 5.096 0332 YR Y 1282 21695 23.026 23.509 -1.363
uroporphyrin-III C-methyltransferase [Methylobacillus flagelliatus KT]637937552 YP_ 544763
3.835 3.198 4.552 o492 Y Y 918E2 22973 23.333 24.164 -0.355
MFLAO0653 = = .
histidine kinase [Methylobacillus flagellatus KT]637937553 YP_544764
MFLAOGsa SO EZ 6.325 6.095 7.215 0220 YJEJY 591E2 25645 26.286 27.000 -0.633
" two component transcriptional regulator, winged helix family [Methylobacillus flagellatus KT]637937554 YP_544765 """
MFLAOGSS 0.000 0.000 .- 0.000 0.000
putative signal transauction protein with EFhand domain [Methylobacillus flagellatus KT]637937555 YP_544766
MFLAGGS6 0.000 0.000 .- 0.000 0.000
os/motically inaucible ljpoprotein [Methylobacillus flagellatus KT]637937556 YP_544767
MFLAGGS7 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF482 [Methylobacillus flagelliatus KT]637937557 YP_ 544768
MFLAGGSS 4.259 4.259 Y m Y 21.098 21.098
Potassium efflux system protein [Methylobacilus flagellatus KT]637937558 YP_544769
0.000 0.000 0.000 0.000
MFLAOGSS | N
cyclase/dehydrase [Methylobacillus flageliatus KT]637937559 YP 544770
0.000 0.000 0.000 0.000
MFLAOB60 L

hypothetical protein [Methylobacillus flagellatus KT]637937560 YP_ 544771
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLAOS61 2.521 1.931 3.256 058 YIXIL]XY 22.472 21.625 23.110 0.847 Y K]
hypothetical protein [Methylobacillus flagellatus KT]637937561 YP_544772
2.983 4.562 4.979 0537 YR Y 259E2 19395 21.526 21.822 -1.130
MFLA0662 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937562 YP 544773
MFLAGGG3 2.674 0.931 3.051 0736 YR Y 14E1 20826 19.516 21.315 0.287
phospholijpase D/ Transphosphatidylase [Methylobacillus flagellatus KT]637937563 YP 544774
0 7.415 8.463 9.032 1027 G Y 117e1 28414 28.185 29.304 0.220
MFLA0664 = . =
hypothetical protein [Methylobacillus flagellatus KT]637937564 YP_544775
MFLAOGGS 4.277 4.324 5.301 0071 YRJEJY 15561 22593 22.923 23.767 -0.454
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC and GAF sensor(s) [Methylobacillus flagellatus KT]637937565 YP_ 544776
0.000 0.000 0.000 0.000
MFLA0666 . § . .-
hypothetical protein [Methylobacillus flagelliatus KT]637937566 YP_ 544777
MELAOG67 2.328 2.659 3.503 o701 YIJEJY s568E2 19650 21.834 22.121 -1.176
GAF sensor hybrid histidine kinase [Methylobacillus flagellatus KT]637937567 YP_544778
0.000 0.000 0.000 0.000
MFLAOG68 L
hypothetical protein [Methylobacillus flagellatus KT]637937568 YP_ 544779
0.000 0.000 0.000 0.000
MFLAOG6S | ]
[Methylobacillus flagellatus KT]639329601
0.000 0.000 0.000 0.000
MFLAO671 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637937570 YP_ 544780
0.000 0.000 0.000 0.000
MFLA0672 | |
hypothetical protein [Methylobacillus flagellatus KT]637937571 YP_ 544781
0.000 0.000 0.000 0.000
MFLA0673 | | |
hypothetical protein [Methylobacillus flagellatus KT]637937572 YP_544782
0.000 0.000 0.000 0.000
MFLAO674 - | L
hypothetical protein [Methylobacillus flagelliatus KT]637937573 YP_ 544783
5.14 E-11 6.331 7.296 7.893 095 GEIJY 252E2 25668 26.786 27.332 -1.112
MFLAO0675
hypothetical protein [Methylobacillus flagelliatus KT]637937574 YP_ 544784
3.106 1.915 3.630 2271 Y Y 242E2 22042 22.570 23.330 0.472
MFLAO0676 = =
Aminoacyl-tRNA hydrolase [Methylobacillus flagellatus KT]637937575 YP_544785
MFLAOG77 0 9.144 9.773  10.492 0700 GJEJG 458E3 28364 29.610 30.118 -1.249
ribosomal 55 rRINVA E-loop binding protein Ctc/L25/TL5 [Methylobacillus flagellatus KT]637937576 YP_544786
MFLAOG7s 1O EZ 7.532 7.798 8.671 0260 YJEJY 7.24e2 26.928 27.343 28.150 -0.469
ribose-phosphate pyrophosphokinase [Methylobacillus flagellatus KT]637937577 YP_544787
MELAOG7S 3.482 2.471 4.063 1000 YIJEJ Y 68562 21.404 21.579 22.494 -0.181
4-djphosphocytiay/-2C-methy/l-D-erythritol kinase [Methylobacillus flagellatus KT]637937579 YP_ 544788
MFLAGGS0 3.571 3.875 4.731 0188 YK Y 189E2 21526 23.135 23.544 -1.743
outer membrane ljpoprotein Lo/B [Methylobacillus flagellatus KT]637937580 YP_ 544789
8.182 7.911 9.053 0243 YJEJY t28E1  28.000 27.568 28.800 0.350
MFLA0681 = . =
Tetratricopeptide TPR_2 [Methylobacillus flagellatus KT]637937581 YP_544790
6.25 E-11 7.427 6.563 8.059 0855 Ry t75e2 26203 24.641 26.624 1.599
MFLA0682 =
ABC transporter related [Methylobacillus flagellatus KT1637937582 YP_ 544791
0.000 0.000 0.000 0.000
MFLAOGES 1

" ABC transporter, permease proteln, putative [Methylobacillus flagellatus KT]637937583 YP_544792 """

Supplemental Data Table for Hendrickson ef a/.
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOSSA 8.46 E-11 6.421 5.005 6.880 1.407 R O B 7.8 E-2 26.839 25.973 27.470 1.002 R
hypothetical protein [Methylobacillus flagellatus KT]637937584 YP_544793
5.153 4.264 5.776 o936 YIJEJY 944E2 24032 22.593 24.485 1.139
MFLAO685 = = .
hypothetical protein [Methylobacillus flagellatus KT]637937585 YP 544794
MFLAOSS6 2.328 0.000 2.590 2.328 Y nn Y 21.006 19.346 21.403 1.660
forrmamidopyrimidine-DNA glycosylase [Methylobacillus flagellatus KT]637937586 YP_544795
MFLAOGS7 0.521 0.521 ig e |e 18.571 18.571
" ATPase associated with various cellular activities, AAA_3 [Methylobacillus flagellatus KT]637937587 YP_544796 """
0.000 0.000 0.000 0.000
MFLA0688 i | ; ..
hypothetical protein [Methylobacillus flagelliatus KT]637937588 YP_ 544797
0.000 0.000 0.000 0.000
MFLA0689 i : . .-
" MxaA protein, putative [Methylobacillus flagellatus KT]637937589 YP_544798 """
0.000 0.000 0.000 0.000
MFLAGGSO | ]
" von Willebrand rfactor, type A [Methylobacilus flagellatus KT]637937590 YP_544799 """
0.000 0.000 0.000 0.000
MFLAOG91 [ 1
hypothetical protein [Methylobacillus flagellatus KT]637937591 YP_ 544800
MFLA0G92 0.521 2.170 2.569 1640 YRR Y 18.361 20.064 20.451 -1.703
" von Willebrand rfactor, type A [Methylobacillus flagellatus KT]637937592 YP_544801 """
MFLA0GS3 0.000 0.000 || 0.000 0.000
" transcriptional regulator, MerR family [Methylobacillus flagellatus KT7637937593 YP_ 544802 """
MFLAGG94 0.000 0.000 | ] | 0.000 0.000
Co/Zn/Cd efflux system component [Methylobacillus flagellatus KT]637937594 YP_ 544803
0.000 0.000 0.000 0.000
MFLAO0695 . .-
Na+/solute symporter [Methylobacillus flagellatus KT]637937595 YP_ 544804
MFLAoGos 0P El 4.899 4.993 5.947 0077 YRJEJY 264E1  24.09 24.144 25.117 -0.246
2-polyprenyiphenol 6-hydroxylase [Methylobacillus flageliatus KT]637937596 YP 544805
MFLAGG97 3.692 3.372 4.541 032t YK Y 187E1 21608 21.430 22.522 0.150
protein of unknown function DUF1243 [Methylobacillus flagellatus KT]637937597 YP_544806
MFLaoges  © 72 B2 6.374 6.108 7.247 o261 YJEJG 951E3 24152 25.104 25.705 -0.969
ubiquinone/menaquinone biosynthesis methyltransferases [Methylobacillus flagellatus KT]637937598 YP_ 544807
MFLA0G9S 1.585 1.585 g e|e )i 20.959 20.959
protein of unknown function DUF971 [Methylobacillus flagellatus KT]637937599 YP_ 544808
4.36 E-2 6.568 6.643 7.606 0048 YRJEJY 7.52E2 25646 26.026 26.849 -0.367
MFLAO700
hypothetical protein [Methylobacillus flagellatus KT]637937600 YP_544809
MFLAG701 0.000 0.000 || 0.000 0.000
" cytochrome oxidase maturation protein, cbb3-type [Methylobacillus flagellatus KT]637937601 YP_ 544810 """
0.000 0.000 0.000 0.000
MFLA0702 |
sigma 32 (RpoH) [Methylobacillus flagellatus KT]637937602 YP_544811
0.000 0.000 0.000 0.000
MFLA0703 |1
hypothetical protein [Methylobacillus flagellatus KT]637937603 YP_544812
MFLA0704 0.000 0.000 | 0.000 0.000
protein of unknown function DUF214 [Methylobacillus flagellatus KT]637937604 YP_ 544813
0.000 0.000 0.000 0.000
MFLA0705 ]

ABC transporter related [Methylobacillus flagellatus KT]637937605 YP_544814
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLAO706
hypothetical protein [Methylobacillus flagellatus KT]637937606 YP_544815
0.000 0.000 0.000 0.000
MFLAO0707 = § .-
zinc/iron permease [Methylobacillus flagellatus KT]637937607 YP_544816
MFLAG708 0.000 0.000 | ] | 0.000 0.000
" JonB-dependent receptor, plug [Methylobacillus fiagellatus KT]637937608 YP_ 544817 """
0.000 0.000 0.000 0.000
MFLA0709 1
hypothetical protein [Methylobacillus flagellatus KT]637937609 YP_544818
0.000 0.000 0.000 0.000
MFLAO710 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637937610 YP_ 544819
0.000 0.000 0.000 0.000
MFLAO711 .-
hypothetical protein [Methylobacillus flagelliatus KT]637937611 YP_ 544820
0.000 0.000 0.000 0.000
MFLAO712 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937612 YP_544821
2.983 4.385 4.848 0386 YQJOJY 1281 18591 20.829 21.106 1112
MFLAO713
hypothetical protein [Methylobacillus flagellatus KT]637937613 YP 544822
MFLAO714 2.746 1.585 3.279 0126 YRJEJY 1o08e2 21777 22.915 23.456 -2.139
" protein of unknown function DUF861, cupin_3 [Methylobacillus flagellatus KT]637937614 YP_544823 """
MELAO715 1.521 1.769 2.650 o762 YJEJY 12661  19.033 20.790 21.164 -0.684
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937615 YP_ 544824
MFLAO716 4.306 3.147 4.840 1199 Y Y 25tE2 21257 21.734 22.515 -0.484
" two component transcriptional regulator, winged helix family [Methylobacillus flagellatus KT]637937616 YP_544825 """
0.000 0.000 0.000 0.000
MFLAO717 .-
hypothetical protein [Methylobacillus flagellatus KT]637937617 YP_544826
MFLAO718 2.621 2.621 g o|e ) 21.957 21.957
putative NAD-dependent formate dehydrogenase deflta subunit [Methylobacillus flagellatus KT7637937618 YP_ 544827
MFLAG719 0.000 0.000 | ] | 0.000 0.000
formate dehydrogenase family accessory protein FahD [Methylobacillus flagellatus KT]637937619 YP_544828
MFLA0720 6.738 6.738 ig o |e 25.869 25.869
" formate dehydrogenase, alpha subunit [Methylobacillus flagellatus KT7637937620 YP_544829 """
MFLAO721 6.692 6.692 g e|e )i 24.631 24.631
NADH dehydrogenase (quinone) [Methylobacillus flagellatus KT]637937621 YP_544830
MFLAG722 1.398 1.398 ig e |e 21.744 21.744
" NVADH dehydrogenase (ubiguinone), 24 kDa subunit [Methylobacillus flagellatus KT]637937622 YP_ 544831 """
MFLAO72s 22 E7 6.204 6.942 7.619 0785 GEJEJY toi1e2 2500t 26.676 27.069 -1.739
FAD linked oxidase-like protein [Methylobacillus flagellatus KT]637937623 YP_ 544832
MFLAG724 OO ED 8.973 9.236  10.110 0259 YRIKJY 274E2  27.853 28.160 29.015 -0.305
" D-[somer specific 2-hydroxyacid defiydrogenase, NAD-binding [Methylobacillus flagellatus KT]637937624 YP_544833 """
MFLAO72s 1 EZ 6.104 5.737 6.932 0359 YRJEJY 61562 24951 25.354 26.167 -0.391
Flectron-transferring-fiavoprotein dehiydrogenase [Methylobacillus flagellatus KT]637937625 YP_ 544834
MFLA0726 3.221 1.807 3.681 IRITERT @ | © K 21.266 19.965 21.758 1.302
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637937626 YP_544835 """
3.57 E-2 7.477 7.662 8.572 0192 YR Y 153E2 27.076 27.707 28.426 -0.648
MFLAO0727

electron transfer flavoprotein beta-subunit [Methylobacillus flagellatus KT]637937627 YP_ 544836
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO728 7.15 E-8 7.459 6.710 8.133 0.749 R (B Y 3.47E-2 25.407 26.615 27.134 -1.436 Y K]
" electron transfer flavoprotein, alpha subunit [Methylobacillus flagellatus KT]637937628 YP_ 544837 """
MELAG725 2.76 E-5 6.381 7.041 7.748 -0.671 G Y 1.1 E-2 26.766 27.815 28.384 -1.059
Oxidoreductase FAD-binding region [Methylobacillus flagellatus KT]637937629 YP 544838
0.000 0.000 0.000 0.000
MFLAO0730
hypothetical protein [Methylobacillus flagellatus KT]637937630 YP_ 544839
MFLAG731 1.843 1.843 ig e |e 19.034 19.034
protein of unknown function DUF214 [Methylobacillus flagellatus KT]637937631 YP_ 544840
2.505 2.505 Y Y 22.113 22.113
MFLAO732 , @]
ABC transporter related [Methylobacillus flagellatus KT1637937632 YP_ 544841
MFLAG733 L3 EL 5.801 5.986 6.897 0184 YR Y 591E2 25166 25.424 26.301 -0.260
signal recognition particle-docking protein FtsY [Methylobacillus flagellatus KT]637937633 YP_544842
1.14 E-2 7.657 7.757 8.708 0099 YRJY 198e1 27373 27.199 28.289 0.084
MFLAO0734 = . = .
peptidase M16-/ike protein [Methylobacillus flagellatus KT]637937634 YP_544843
7.491 6.954 8.247 0.687 Y Y 8.26E-2 27.164 26.740 27.968 0.452
MFLAO735 o]®
peptidase M16-like protein [Methylobacillus flagellatus KT]637937635 YP_ 544844
MFLAG736 2.210 2.254 3.232 ooo0 YRJEJY 205E2 20651 21.930 22.428 -1.318
conserved hypothetical protein 95 [Methylobacillus flagellatus KT]637937636 YP_544845
MELAG737 4.542 4.194 5.378 o350 Y Y 487E2 23310 23.962 24.672 -0.688
Coenzyme A blosynthesis protein [Methylobacillus flagellatus KT]637937637 YP_544846
MFLAG738 0.000 0.000 | ] | 0.000 0.000
" 4Fe-45 ferredoxin, fron-sulfur binding [Methylobacillus flagellatus KT]637937638 YP_ 544847 """
2.691 2.154 3.447 0537 YR Y 22.209 21.167 22.780 1.042
MFLAO0739
Glyoxalase I [Methylobacillus flagelliatus KT]637937639 YP_ 544848
5.487 5.459 6.473 0166 YIJEJY 143E1 24107 24.314 25.214 -0.247
MFLA0740 =
Phosphate acetyltransferase [Methylobacillus flagellatus KT]637937640 YP_544849
0.000 0.000 0.000 0.000
MFLAO741 .-
acetate kinase [Methylobacillus flagellatus KT]637937641 YP_544850
2.996 3.453 4.243 0438 YJEJY 159e2 22855 23.878 24.455 -1.020
MFLAO0742 = . =
secretion protein HlyD [Methylobacillus flagelliatus KT]637937642 YP_ 544851
3.259 3.941 4.640 -0.667 G G 4.58E-3 21.732 23.655 23.993 -1.949
MFLA0743 o]o
acrifiavin resistance protein [Methylobacillus flagellatus KT]637937643 YP_544852
3.307 1.807 3.744 o360 YRJEJY 12561 20860 20.605 21.738 -0.952
MFLAO0744 — - - -
acrifiavin resistance protein [Methylobacillus flagellatus KT]637937644 YP_544853
MFLAG745 3.270 3.270 ig o |e 21.077 21.077
" RNVD efflux system, outer membrane ljpoprotein, NodT [Methylobacillus flagellatus KT]637937645 YP_544854 """
0.000 0.000 0.000 0.000
MFLAO746 | ]
Alpha/beta hydrolase fold-3 [Methylobacillus flagellatus KT]637937646 YP_ 544855
0.000 0.000 0.000 0.000
MFLAO0747 .-
hypothetical protein [Methylobacillus flagellatus KT]637937647 YP_544856
1.44 E-1 5.778 5.897 6.839 -0.121 Y Y 7.33E-2 25.048 24.897 25.975 0.157
MFLAO748 | @]
2-/sopropylmalate synthase [Methylobacillus flagellatus KT]637937648 YP_ 544857
0.000 0.000 0.000 0.000
MFLAO749 L

Drug resistance transporter Ber/ClA subfamily [Methylobacillus flagellatus KT]637937649 YP_ 544858
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOZ50 0 8.092 7.101 8.680 0.863 R O B 1.5E-1 26.707 26.403 27.563 0.281 R
Chaperone Dnal [Methylobacillus flagellatus KT]637937650 YP_544859
12.166 11.762  12.978 o368 YJEJY 348E2 31708 31.136 32.450 0.554
MFLAO751 =
Chaperone DnaKk [Methylobacillus flagellatus KT]637937651 YP_ 544860
9.966 9.466  10.738 0409 Y Y 259E1 28652 28.694 29.673 -0.133
MFLAO752
GrpE protein [Methylobacillus flagellatus KT]637937652 YP_544861
MFLAO753 3.259 4.288 4.863 -1036 YIJEJY 309E2 21650 22.728 23.288 -1.218
Lipopolysaccharide heptosy/ltransferase I [Methylobacillus flagellatus KT]637937653 YP_544862
4.113 4.341 5.231 0403 YIJEJY 948E2 22663 23.189 23.950 -0.689
MFLAO0754 =
" glycosyl transferase, group 1 [Methylobacillus flageliatus KT]637937654 YP_ 544863 """
3.571 3.669 4.621 009t YJEJY s588E2 22900 23.146 24.029 -0.239
MFLAQ755 : i :
ljpopolysaccharide kinase [Methylobacillus flagellatus KT]637937655 YP_ 544864
3.664 4.132 4.917 0764 YIJEJY s856E2 21446 22.368 22.979 -1.743
MFLAO0756 =
sulfatase [Methylobacillus flagellatus KT]637937656 YP_ 544865
3.945 3.595 4.781 0320 Y Y 872E2 25723 23.167 25.950 1.935
MFLAO757
hypothetical protein [Methylobacillus flagelliatus KT]637937657 YP_ 544866
6.98 E-2 6.201 6.468 7.340 0277 YR Y 153E2 25557 26.129 26.871 -0.584
MFLAO758 .
Carbamoy/transferase [Methylobacillus flagellatus KT]637937658 YP_544867
MELAO7Se 10 E3 7.885 7.605 8.752 027t YK Y 376E2  27.338 27.792 28.583 -0.462
6-phosphogluconate dehydratase [Methylobacillus flageliatus KT]637937659 YP_ 544868
MFLAG7G0 200 E3 7.049 7.407 8.239 037t YR Y 117E2  28.005 28.606 29.337 -0.598
2-dehydro-3-deoxyphosphogluconate aldolase/4-hydroxy-2-oxoglutarate aldolase [Methylobacillus fiagellatus KT]637937660 YP 544869
MFLAG761 1.521 1.000 2.284 0.521 Y m Y 19.745 19.867 20.807 -0.122
Haloacid dehalogenase-like hydrolase [Methylobacillus flagellatus KT]637937661 YP_ 544870
MFLA0762 0.521 0.000 1.284 0.521 Y nn Y 21.104 20.144 21.702 0.960
" toluene tolerance protein, putative [Methylobacillus flagellatus KT1637937662 YP_ 544871 """
MFLAG763 3.221 4.367 4.905 005 YR Y 1171 2179 24.344 24.572 -1.388
" glycosyl transferase, group 1 [Methylobacillus flagellatus KT]637937663 YP_544872 """
4.346 3.871 5.128 o286 Y Y 14E1 23432 23.695 24.570 -0.339
MFLAO764 =
Methyltransrterase FkbM [Methylobacillus flagellatus KT7637937664 YP_544873
0.000 0.000 0.000 0.000
MFLAO765 1
hypothetical protein [Methylobacillus flagelliatus KT]637937665 YP_ 544874
0.000 0.000 0.000 0.000
MFLAO766 1
hypothetical protein [Methylobacillus flagellatus KT]637937666 YP_544875
0.000 0.000 0.000 0.000
MFLA0767 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637937667 YP_ 544876
MFLA768 3.461 1.710 3.836 1786 Y Y 499E2 22432 21.363 22.994 1.135
Lipopolysaccharide heptosyltransferase II [Methylobacillus flagellatus KT]637937668 YP_ 544877
MFLAO769 3.901 4.601 5.293 0377 YJEJ Y 18E1 23445 25.107 25.503 -0.384
" RfaF bifunctional protein, domain I [Methylobacilus flagellatus KT]637937669 YP_544878 """
9.98 E-2 5.405 5.672 6.544 0270 YRJEJY 825E2 22765 23.300 24.057 -0.652
MFLAO0770 - =
phosphoheptose isomerase [Methylobacillus flagellatus KT71637937670 YP_544879
2.62 E-7 6.054 6.919 7.551 0861 Y 7112 25875 26.568 27.263 -0.837
MFLAO0771

ADP-L-glycero-D-manno-heptose-6-epimerase [Methylobacillus flagellatus KT]637937671 YP_ 544880
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOZ72 7.255 6.923 8.098 0313 YRXAKXY 2.04E-1 26.274 26.245 27.260 0.026 Y K]
Ferrochelatase [Methylobacillus flagellatus KT]637937672 YP_544881
MELAO77s 110 B2 4.921 5.559 6.275 0772 YR Y 419e2 23528 24.648 25.194 -1.473
negative regulator of class I heat shock protein [Methylobacillus flagellatus KT]637937673 YP_ 544882
4.120 1.000 4.278 2120 YK Y 155E1 20817 20.075 21.493 -0.293
MFLAO774
NAD(+) kinase [Methylobacillus flagellatus KT]637937674 YP_544883
3.1E3 5.336 4.606 6.016 o701 R Y 2221 24032 24.118 25.075 -0.113
MFLAO775 = = =
DNA repair protein Recll [Methylobacillus flagelliatus KT]637937675 YP_ 544884
4.967 4.431 5.724 0.538 Y Y 1.98E-1 24.416 24.155 25.291 0.179
MFLAO776 , o]0
SmpA/OmiA [Methylobacillus flagellatus KT]637937676 YP_ 544885
MFLAGT7y O TEZ 5.791 6.186 7.002 0393 YOJEJG 951E3 25005 26.286 26.783 -1.274
Dihydrodipicolinate reductase [Methylobacillus flageliatus KT]637937677 YP_ 544886
MFLAO77E 2L B2 6.622 6.741 7.683 0136 YIJEJY 367E2 25652 26.601 27.203 -1.014
" carbamoy/-phosphate synthase, small subunit [Methylobacillus flagellatus KT]637937678 YP_544887 """
MELAG775 1.4 E-5 7.722 8.154 8.954 0423 YIJEJY totE2 26939 27.628 28.324 -0.698
" carbamoy/-phosphate synthase, large subunit [Methylobacillus flagellatus KT]637937679 YP_ 544888 """
MFLAG780 4.359 5.242 5.867 098 YEJEJY 249e2 25011 26.059 26.628 -1.033
GreA/GreB family elongation factor [Methylobacillus flagellatus KT]637937680 YP_544889
0.000 0.000 0.000 0.000
MFLAO781 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637937681 YP_ 544890
MFLAG782 0.000 0.000 | ] | 0.000 0.000
ribosomal RNA methyltransferase RrmJ/Fts] [Methylobacillus flagellatus KT]637937682 YP_ 544891
MFLAO783 7.448 7.808 8.639 0385 YJEJY 548E2  26.400 27.101 27.792 -0.699
ATP-dependent metalloprotease FtsH [Methylobacillus flagellatus KT]637937683 YP_544892
4.964 4.720 5.847 0.232 Y Y 1.35E-2 23.422 24.389 24.985 -0.965
MFLAO784 , o]
difiydropteroate synthase [Methylobacillus flagellatus KT]637937684 YP_544893
4.875 4.747 5.813 002 YK Y 216E1 23481 23.759 24.627 -0.638
MFLAO785 . .
phosphoglucosamine mutase [Methylobacillus flagellatus KT]637937685 YP_544894
MFLAG786 0.000 0.000 || 0.000 0.000
" phosphoesterase, PA-phosphatase related [Methylobacillus flagellatus KT]637937686 YP_544895 """
0.000 0.000 0.000 0.000
MFLAO787 L
hypothetical protein [Methylobacillus flagelliatus KT]637937687 YP_ 544896
3.221 3.221 Y Y 18.994 18.994
MFLAO788 o]0
diacylglycerol kinase [Methylobacillus flagellatus KT]637937688 YP_544897
0.000 0.000 0.000 0.000
MFLAO789 - | 1
hypothetical protein [Methylobacillus flageliatus KT]637937689 YP_ 544898
0.000 0.000 0.000 0.000
MFLAO0790 . .-
" glycosyl transferase, group 1 [Methylobacillus flagellatus KT]637937690 YP 544899 """
MFLAG791 0.000 0.000 || 0.000 0.000
D-amino-acid dehydrogenase [Methylobacillus flagellatus KT]637937691 YP_544900
MFLAO7o2 120 E2 5.783 6.193 7.002 0453 YJEJG 903E6 25637 26.353 27.039 0715 GKJ
Phosphate transport system permease protein 1 [Methylobacillus flagellatus KT71637937692 YP 544901
0.000 0.000 0.000 0.000
MFLAO793 || |

Phosphate transport system permease protein 2 [Methylobacillus flagellatus KT]637937693 YP_544902
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAD794 0.000 0.000 0.000 0.000
" Phosphate ABC transporter, permease protein PstC [Methylobacillus flagellatus KT]637937694 YP_544903 """
1.16 E-1 7.068 7.029 8.049 ooso YR Y 409E2 26367 26.585 27.480 -0.217
MFLAO795 o § iy
Phosphate binding protein [Methylobacillus flagellatus KT7637937695 YP_ 544904
MFLAG7Os OO E2 5.828 6.164 7.006 038 YJEJY 166E2 24698 26.020 26.505 -1.299
peptide chain refease factor 2 [Methylobacillus flagellatus KT]637937696 YP_544905
8.36 E-9 5.474 6.489 7.069 0908 GRJJY 777e2 26.046 26.549 27.319 -0.454
MFLAO0797
lysyl-tRIVA synthetase [Methylobacillus flagellatus KT]637937697 YP_ 544906
0.000 0.000 0.000 0.000
MFLAO798 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637937698 YP_ 544907
2.828 4.000 4.530 2172 YRIKJY 826E2 2255 23.056 23.827 -1.902
MFLAO0799
Sulphate transporter [Methylobacillus flagellatus KT]637937699 YP_ 544908
8.939 8.750 9.848 o169 YR Y 217E1  29.094 28.967 30.032 0.150
MFLAO0800 = =
carbonic anhiydrase [Methylobacilus flagellatus KT]637937700 YP_544909
MFLAOSO1 0.000 0.000 | 0.000 0.000
phosphate-selective porin O and P [Methylobacillus flagellatus KT]637937701 YP_ 544910
MFLAGS02 1.521 1.346 2.436 0.174 Y nn Y 18.855 17.874 19.447 0.981
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC sensor(s) [Methylobacillus flagellatus KT]637937702 YP_ 544911
1.398 1.398 Y Y 21.510 21.510
MFLA0803 | | @]
" Ferredoxin, 2Fe-2S type [Methylobacillus flagellatus KT]637937703 YP_ 544912 """
MFLAGSDa 00 E2 6.924 6.650 7.794 0274 YQJEJ G 969E3 24834 25.842 26.424 -1.022
Fe-S protein assembly chaperone HscA [Methylobacillus flagellatus KT]637937704 YP_ 544913
4.222 4.370 5.298 0164 YR Y 11E2 23149 24.327 24.855 -1.211
MFLAO805 .
co-chaperone Hsc20 [Methylobacillus flageliatus KT]637937705 YP_ 544914
MFLAGS06 0.000 0.000 | 0.000 0.000
lron-sulfur cluster assembly protein IscA [Methylobacillus flagellatus KT]637937706 YP_ 544915
MFLAGS07 2.813 5.151 5.411 -133¢ Y Y 3262 22252 25.709 25.834 -2.454
FeS cluster assembly scaffold Iscl [Methylobacillus flagellatus KT]637937707 YP_544916
0 6.766 8.203 8.656 1454 GRJYY 451E2 26234 27.064 27.708 -0.889
MFLA0O808 . .
cysteine desulfurase IscS [Methylobacillus flagellatus KT]637937708 YP_544917
3.330 5.119 5.486 -2.064 Y G 9.69 E-3 21.717 24.122 24.371 -2.693
MFLAOS0S | | @]o
" aminotransferase, class V [Methylobacillus flagellatus KT]637937709 YP_ 544918 """
MFLAOB10 3.106 4.559 5.008 0453 YJEJY 698E2 20708 22.245 22.673 -0.532
" transcriptional regulator, BadMyRri2 family [Methylobacillus flagellatus KT]637937710 YP_544919 """
5.1 E-5 5.658 4.450 6.177 1225 R G 51783 22776 24.340 24.760 -1.562
MFLAO811 . iy
serine O-acetyltransferase [Methylobacillus flagellatus KT]637937711 YP_ 544920
MFLAGS12 3.996 4.117 5.058 0075 YR Y 13762 20440 22.458 22.777 -2.034
" RNA methyltransferase TrmH, group 1 [Methylobacillus flagellatus KT]637937712 YP 544921 """
5.687 5.065 6.409 o530 YR Y 757e2 25294 25.644 26.480 -0.362
MFLAO813 = =
/nosrtol monophosphatase [Methylobacillus flagellatus KT]637937713 YP_544922
MFLAGS14 3.600 2.295 4.090 1200 YIJEJY 25961  21.659 21.620 22.639 -0.037
" sfgnal transauction histidine kinase, glucose-6-phosphate specific [Methylobacillus flagellatus KT]637937714 YP_544923 """
3.753 3.453 4.611 0325 Y Y 208E1  23.501 23.402 24.452 0.099
MFLAO815

" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937715 YP_ 544924 """
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity |
log, log, log, : log, log, log, X

ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAOS1E L1 E6 6.810 7.423 8149 0641 GEJEYY 3.67E2  26.339 27.324 27.914 1168 G

" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937716 YP_ 544925 """
MFLAOsLy L4 E® 5.590 6.305 6.992 0900 G Y 767e2 24820 25.809 26.398 -1.867

" slgnal transduction histidine kinase, glucose-6-phosphate specific [Methylobacillus flagellatus KT]637937717 YP_544926 """
MFLAO818 3.930 3.930 Y nn Y 21.641 21.641

" TonB-dependent receptor, plug [Methylobacillus flagellatus KT]637937718 YP_544927 """

6.700 6.938 7.824 0306 YR Y 1281 2710t 26.613 27.877 0.384

MFLA0819

hypothetical protein [Methylobacillus flagellatus KT]637937719 YP_544928
MFLA0820 0.000 0.000 | 0.000 0.000 B
MFLAO964 ) yorretical protein [Methylobacillus flagellatus KT7637937720 YP_ 544929
MFLA0821 0.000 0.000 | ] | 0.000 0.000 |
MFLAO965 gy coside hydrolase, family 24 [Methylobacillus flagellatus KT]637937721 YP_ 544930 """
MFLA0822 0.000 0.000 || 0.000 0.000 H
MFLAQ966 / potretical protein [Methylobacillus flagellatus KTJ637937722 YP_ 544931
MFLA0S23 0.000 0.000 | 0.000 0.000 B
MFLAQ967 s potretical protein [Methylobacillus fiagellatus KT]637937723 VP 544932
MFLA0824 0.000 0.000 || 0.000 0.000 H
MFLAO968 /) potrretical protein [Methylobacillus fAagellatus KT]637937724 YP_ 544933
MFLA0825 0.000 0.000 || 0.000 0.000 H
MFLAQ969 / potretical protein [Methylobacillus fAagellatus KT]637937725 YP_ 544934
MFLA0826 0.000 0.000 | ] | 0.000 0.000 H
MFLAO970 ) porhetical protein [Methylobacillus flagellatus KT]637937726 YP_ 544935
MFLA0827 0.000 0.000 || 0.000 0.000 H
MFLAO971 jpotpetical protein [Methylobacillus fAagellatus KT]637937727 YP_ 544936
MFLA0S28 0.000 0.000 | 0.000 0.000 B
MFLAO972 j pothetical protein [Methylobacillus flagellatus KT]637937728 YP_544937
MFLA0829 0.000 0.000 | ] | 0.000 0.000 H
MFLAO973 /) pothetical protein [Methylobacillus fagellatus KT]637937729 YP_ 544938
MFLA0830 0.000 0.000 || 0.000 0.000 H
MFLA0974 hypothetical protein [Methylobacillus flagellatus KT]637937730 YP_544939
MFLA0831 0.000 0.000 | 0.000 0.000 B
MFLAOQ975 pacteriophage replication gene A [Methylobacillus flageliatus KT]637937731 YP_ 544940
MFLA0832 0.000 0.000 || 0.000 0.000 H
MFLAO976 /) potretical protein [Methylobacillus fagellatus KT]637937732 YP_ 544941
MFLA0S33 0.000 0.000 || 0.000 0.000 H
MFLAQ977  70,8-dependent receptor [Methylobacillus flagellatus KT]637937733 YP_ 544942
MFLAO834 5.358 5.672 6.523 0150 YR Y 1to06E1 22981 23.887 24.504 0722 Y4
MFLAO978 pn4 mismatch repair protein MutS [Methylobacillus flageliatus KT]637937734 YP_ 544943
MFLA0835 0.000 0.000 || 0.000 0.000 H
MFLAO979 s, pothetical protein [Methylobacilus fiageliatus KT]637937735 YP_544944
MELA0S36 7.008 7.649 8.364 0765 Y Y 287E2 25999 27.407 27.868 -1905 YIY
MFLAQ980 /xsp-type peptidyl-prolyl cis-trans isomerase [Methylobacillus flageliatus KT]637937736 YP_544945
MFLAOS37 4.295 4.877 5.615 0667 Y Y 4290E2 22209 24.089 24.436 1756 Y
MFLA0981

alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637937737 YP_544946

Supplemental Data Table for Hendrickson ef a/.




Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7 )

ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log, Ratio
MFLAOS38 2.843 3.429 4,165 1.045 YEILYY 1.93E-1 21.678 22.212 22.970 0948 Y[
MFLAO982 (/i 4 /Methylobacillus Aagellatus KT]637937738 YP_ 544947
MFLA0839 3.364 1.710 3.762 1690 YIJEJY 899E2 20701 19.954 21.376 0.650
MFLAOQ983 /\u/i1-/jke protein [Methylobacilus flagellatus KT]637937739 YP_ 544948
MFLA0840 0.000 0.000 | ] | 0.000 0.000
MFLAQ984 //, /Methylobacillus Aagellatus KT]637937740 YP_ 544949
MFLA0O841 0.000 0.000 || 0.000 0.000
MFLAO985 pct5-/actamase-like protein [Methylobacillus flagellatus KT]637937741 YP_ 544950
MFLAO8S42  5.96 E-9 5.838 6.759 7.371 -1010 GJEJG 1e9E3 25834 27.318 27.759 -1.484
MFLAQ986 /;criaracterized /ipoprotein [Methylobacillus flagellatus KTJ637937742 YP_ 544951
MFLA0843 7.384 7.427 8.405 0133 Y Y 182E2 26731 27.531 28.185 -0.788
MFLA0987 difhydrodjpicolinate synthase [Methylobacillus flagellatus KT]637937743 YP_ 544952
MFLA0S44 0.000 0.000 || 0.000 0.000
MFLA0988 hypothetical protein [Methylobacillus flagellatus KT]637937744 YP_544953
MFLA0S45 3.960 1.807 4.253 156 YIJOJY o962E2 22202 20.442 22.575 0.733
MFLAOQ989 . oein of unknown function UPFO227 [Methylobacilus fagellatus KT]637937745 YP_ 544954
MFLA0846 4.754 3.957 5.410 0473 YK Y 13261 23378 22.416 23.976 0.849
MFLAO990 ~ 14p-superfamily subfamily IIA hydrolase, hypothetical 2 [Methylobacillus flagellatus KTJ637937746 YP. 544955 """
MFLAO8S47 1.04E-5 5.567 4.212 6.043 1355 R Y 21661 23492 23.332 24.414 0.304
MFLAQ991 4, p0tpetical protein [Methylobacilus flagellatus KT]637937747 YP_544956
MFLA0848 2.843 1.184 3.239 266 Y Y 148E1 19754 21.935 22.222 -0.894
MFLAQ992 /) notretical protein [Methylobacillus fagellatus KT]637937748 YP_544957
MFLA0849 6.517 6.517 ig e |e 23.788 23.788
MFLA0993 hypothetical protein [Methylobacillus flagellatus KT]637937749 YP_544958
MFLAOS50 0.000 0.000 | 0.000 0.000
MFLAQ994 “c/ectron transport complex, RnfABCDGE type, B subunit [Methylobacillus flagellatus KT]637937750 YP_544959 """
MFLAO851 3.093 0.585 3.327 ta86 YO Y 158E-1 20478 18.388 20.782 0.733
MFLAO995 . q0uc/ease 17 [Methylobacillus flagellatus KT]637937751 YP_544960
MFLA0OS52 0.000 0.000 || 0.000 0.000
MFLA0996 hypothetical protein [Methylobacillus flagellatus KT]637937752 YP_544961
MFLAO853 1.26 E-10 4.993 6.355 6.829 -1435 GJJY 1132 24011 25.144 25.686 -1.145
MFLAQ997  phospromethypyrimidine kinase [Methylobacillus fiageliatus KT]637937753 YP_ 544962
MFLA0OS54 0.000 0.000 || 0.000 0.000
MFLA0998 hypothetical protein [Methylobacillus flagellatus KT]637937754 YP_544963
MFLAOSS5 4.324 4.511 5.421 0200 YRJEJY e658E2 22536 23.065 23.824 -0.615
MFLAQ999 /_sspartate oxidase [Methylobacilus flagellatus KTJ637937755 YP_ 544964
MFLAOS56 4.736 3.710 5.312 o5 Y Y 1o08E-1 23667 22.888 24.330 0.783
MFLA1000 /5/75-24 (Fecl-like) [Methylobacillus fageliatus KT]637937756 YP_ 544965
MFLAO857 1.813 1.813 ig e |e 21.206 21.206
MFLA1001 hypothetical protein [Methylobacillus flagellatus KT]637937757 YP_544966
MFLAOS58 4.557 4.895 5.736 0391 YIJEJY 838E2 22610 23.019 23.829 -0.480
MFLA1002 ~ sigma £ regulatory protein, MucB/RseB [Methylobacillus flageliatus KT]637937758 YP_ 544967 """
MFLA0859 0 9.864 9.089  10.528 o780 R Y 63782 28280 28.628 29.464 -0.373

MFLA1003 ~ poptigase S1C, Do [Methylobacillus fageliatus KTJ637937759 YP_ 544968 """
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity A R )
log, log, log, log, log, log, -7 )

ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLA0860 6.234 6.589 7.423 -0410 YEJAL QY 1.35E-1 25.126 25.600 26.382 -0.731 Y
MFLA1004  s/75// G7P-pinding protein domain [Methylobacillus fagellatus KT]637937760 YP_ 544969
MFLAOS61 5.276 4.648 5.996 0.318 Y nn Y 1.95E-1  24.837 24.449 25.656 -0.028
MFLAL005  peptidase 5264, signal peptidase I [Methylobacillus flagellatus KT]637937761 YP_544970 """
MFLA0862 3.648 4.395 5.069 092 YRKJY o96E2 22752 23.391 24.107 -0.902
MFLA1006 putative transmembrane protein [Methylobacillus flagellatus KT]637937762 YP_544971
MFLA0863 3.915 2.966 4.517 0.947 Y u- R 9.95E-3  23.135 21.780 23.611 1.348
MFLA1007 Rjponuclease IiT [Methylobacilus flagellatus KTJ637937763 YP_ 544972
MELAOS64 5.352 5.117 6.239 0132 Y Y t89E1 23402 23.864 24.651 -1.877
MFLA1008 G7pr-pinding protein Era [Methylobacillus flagellatus KT]637937764 YP_ 544973
MFLAOS65 0.000 0.000 | ] | 0.000 0.000
MFLA1009 putative ljpoprotein [Methylobacillus flagellatus KT]637937765 YP_ 544974
MFLAO866 1.843 2.095 2.974 0.877 Y un Y 1.53E-1  20.354 22.292 22.627 -0.705
MFLA1010 p4 repair protein RecO [Methylobacillus flagellatus KTJ637937766 YP_544975
MFLAOS67 1.77E5 5.926 6.699 7.364 -0.776 G .n Y 1.77E2  25.985 27.090 27.641 -1.095
MFLAL1011 ) 00xa/ phosphate biosynthetic protein PdxJ [Methylobacillus flagellatus KT]637937767 YP_ 544976
MFLA0868 2.543 1.668 3.171 -0.340 Y nn Y 3.76E2 21.173 19.409 21.545 0.763
MFLAL1012 ,posphopantethiene--protein transferase domain [Methylobacillus fiageliatus KT637937768 YP_544977
MFLA0S69 4.046 3.729 4.896 0.360 Y nn Y 1.15E-1  21.764 22.174 22.984 -0.505
MFLA1013 /) potpetical protein [Methylobacillus fagellatus KT]637937769 YP_ 544978
MFLAOS70 0.813 2.505 2.894 -0.682 Y nn Y 2.39E-1 19.387 20.550 21.083 0.011
MFLA1014 /54/7HiF-type NAD/FAD binding fold [Methylobacillus fageliatus KT]637937770 YP_ 544979
MFLAO871 8.51E-2 5.554 5.568 6.561 -0.057 Y m Y 209E-1  24.745 24.579 25.664 0.101
MFLA1015 /) potpetical protein [Methylobacillus fAagellatus KT]637937771 YP_ 544980
MFLA0872 3.580 3.580 g o|e ) 23.886 23.886
MFLA1016 7 onB-dependent receptor [Methylobacillus flagellatus KT]637937772 YP_ 544981
MFLA0OS73 0 9.000 7.778 9.515 1218 R Y 458E3 2859 28.163 29.396 0.434
MFLA1017  jear shock protein Hsp90 [Methylobacillus Aagellatus KT]637937773 YP_ 544982
MFLA0874 0 9.314 9.739  10.542 S0.424 Y un Y 1.7E-1  30.028 30.236 31.136 -0.277
MFLA1018 //p0s50mal protein S4 [Methylobacillus flagellatus KTJ637937774 YP_ 544983
MFLAO875 0.000 0.000 | 0.000 0.000
MFLA1019 /s potpretical protein [Methylobacillus flagellatus KT]637937775 YP_ 544984
MFLA0876 2.328 4.305 4.631 -0.957 Y nn Y 209E2  21.895 24.929 25.095 -2.033
MFLA1020 75,8-/ike protein [Methylobacillus fiageliatus KT]637937776 VP 544985
MFLAOS77 1.83E-13 5.703 6.972 7.473 -1.278 G .n Y 1.06E-2 24.619 26.508 26.852 -2.080
MFLA1021 /0t4/70/Q/ExbB proton channel [Methylobacillus flageliatus KTJ637937777 YP. 544986
MELA0O878 4.199 4.594 5.410 1635 Y Y 26E2  24.043 23.635 24.853 -0.593
MFLA1022 g/opo/ymer transport protein ExbD/TolIR [Methylobacillus fageliatus KT637937778 YP_ 544987
MFLA0879 7.340 7.108 8.229 0.152 Y m Y 224E-1  25.989 26.097 27.044 -0.199
MFLA1023 G cogen/starch/alpha-glucan phosphorylase [Methylobacilus fiageliatus KTJ637937779 YP. 544988
MELA0OSS0 5.050 4.223 5.695 0797 YK Y 238E1 25208 25.340 26.276 -0.351
MFLA1024 /) potpretical protein [Methylobacillus fagellatus KT]637937780 YP_ 544989
MFLA0SS1 4.253 3.102 4,789 1079 Y Y 263E1 22053 21.997 23.026 -0.190

MFLA1025 0t/ of unknown function DUF1234 [Methylobacillus fagellatus KT]637937781 YP_ 544990
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity A R )
log, log, log, log, log, log, -7 _

ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLA0882 4.397 4.732 5.574 -0.376 Y LJAL QA Y 1E-1 21.488 22.507 23.086 -1.205 Y )
MFLA1026 Gy oxa/ase/bleomycin resistance protein/dioxygenase [Methylobacillus fageliatus KT]637937782 YP_ 544991
MFLA0SS3 0.000 0.000 || 0.000 0.000
MFLA1027 /5 multidrug resistance protein [Methylobacillus flagellatus KT]637937783 YP 544992
MFLAOSS4 3.819 2.627 4.343 0.833 Y nn Y 7.7E2  21.568 22.304 22.982 -1.027
MFLA1028 /) pothetical protein [Methylobacillus fagellatus KT]637937784 YP_ 544993
MFLAOSS5 3.988 2.897 4.543 0959 YIJEJY 1e68E1 21635 21.411 22.527 0.172
MFLA1029 £,qonuciease/exonuclease/phosphatase [Methylobacillus fiageliatus KTJ637937785 VP 544994
MFLA0886 1322 1322 g o|e ) 20.114  20.114
MFLA1030 gjguanyiate cyclase (GGDEF domain) [Methylobacillus fiagellatus KT]637937786 YP_ 544995
MFLAOSS? 1.03E-4 8.393 8.729 9.571 0336 Y Y 1052 27136 28.024 28.647 -0.882
MFLAL031 ,p0sprormposyiformylglycinamidine synthase [Methylobacillus fiagellatus KT637937787 YP_ 544996
MFLAOSS8  8.21 E-5 5.316 4.194 5.861 1087 R Y 196€1 23557 23.430 24.495 0.144
MFLAL1032 4.4y rin [Methylobacillus flageliatus KT]637937788 YP_ 544997
MFLA0889 4.845 3441 5.307 1029 YPEJ Y 826E2 24.024 23.007  24.603 0.910
MFLAL033 " /-sorbosone defydrogenase, putative [Methylobacilus flagellatus KT]637937789 VP 544998 """
MFLA0890 6.029 6.466 7.264 0513 YRJEJY 188E1 25657 25.855 26.759 -0.231
MFLA1034 hypothetical protein [Methylobacillus flagellatus KT]637937790 YP_544999
MFLA0S91 0.000 0.000 || 0.000 0.000
MFLA1035  7i7-arginine translocation pathway signal [Methylobacillus flagellatus KT637937791 YP_ 545000
MFLA0892 5.081 1.184 5.174 3.880 Y nn Y 2.76E-1  22.666 22.678 23.672 -0.048
MFLA1036 /) potretical protein [Methylobacillus flagellatus KT]637937792 YP_545001
MFLAO893 2.23E-8 6.169 4.993 6.697 1158 R Y 1041 24125 23.704 24.930 0.517
MFLA1037 sy ctose-6-phosphate phosphoketolase [Methylobacillus fagellatus KT]637937793 YP_ 545002
MFLA0894 0.000 0.000 | 0.000 0.000 B
MFLA1038 /) potpetical protein [Methylobacillus flagellatus KT]637937794 YP_ 545003
MFLAOS95 0.000 0.000 .- 0.000 0.000 .
MFLA1039 hypothetical protein [Methylobacillus flagelliatus KT]637937795 YP_ 545004
MFLA0896 0.000 0.000 || 0.000 0.000 H
MFLA1040 gps clement Var protein [Methylobacillus flagellatus KT]637937796 YP_545005
MFLA0897 0.000 0.000 | 0.000 0.000 B
MFLA1041 /) potpetical protein [Methylobacillus flagellatus KT]637937797 YP_ 545006
MFLA0898 2.691 2.659 3.675 o4 YR Y 47E2 21428 21.551 22.491 o887 Y4
MFLA1042 ot/ of unknown function DUF455 [Methylobacillus Aagellatus KT]637937798 YP_ 545007
MFLA0899 0.000 0.000 || 0.000 0.000 H
MFLA1043 - Sigmab4 specific transcriptional regulator with GAF sensor, Fis family [Methylobacillus flagellatus KT]637937799 YP_545008 """
MFLA0900 0.000 0.000 | ] | 0.000 0.000 H
MFLA1044 eta/iophosphoesterase [Methylobacillus flagellatus KT]637937800 YP_ 545009
MFLA0901 0.000 0.000 || 0.000 0.000 H
MFLAL1045 " sre-45 ferredoxin, iron-sulfur binding [Methylobacillus flagellatus KT]637937801 YP_ 545010 """
MFLA0902 0.000 0.000 | 0.000 0.000 B
MFLAL1046 . otein of unknown function DUF498 [Methylobacillus flageliatus KT]637937802 YP_ 545011
MFLA0903 579 E-12 6.326 7.171 7.810 0988 G Y 133E1 25439 26.040 26.771 1308 GKJ

MFLAL1047 ~sminotransterase, class I and II [Methylobacilus flagellatus KT]637937803 YP_ 545012 """
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity A R )
log, log, log, log, log, log, X

ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLAO904 l.15E-2 7.439 7.335 8.388 0139 YLALAY 2.13E-2 26.378 26.968 27.703 -0.583 Y [
MFLA1048 //pmoserine det, ydrogenase [Methylobacillus flagellatus KT]637937804 YP_545013
MFLA0905  8.35E-9 6.731 7.420 8.116 -0.723 G Y 7.33E-2 26.819 27.356 28.112 -0.603
MFLA1049 (4/conine synthase [Methylobacillus flagellatus KT]637937805 YP_ 545014
MFLA0906 4.258 4.783 5.544 1032 YR Y 14561 24639 23.584 25.206 -0.101
MFLA1050 77ymidy/ate synthase [Methylobacillus flagellatus KT]637937806 YP_545015
MFLA0907 2.844 2.844 Y m Y 20.737 20.737
MFLAL1051 gjguanyiate cyclase/phosphodiesterase (GGDEF & EAL domains) [Methylobacillus flageliatus KT]637937807 YP_545016
MELA0908 3.692 3.826 4.761 002 Y Y toeE1 22330 21.986 23.168 0.413
MFLAL1052 " propeptide, PepSY amd peptidase M4 [Methylobacillus flageliatus KT]637937808 YP_545017 """
MFLA0909 0.000 0.000 | ] | 0.000 0.000
MFLA1053 /) potretical protein [Methylobacillus flagellatus KT]637937809 YP_ 545018
MFLA0910 1.843 1.843 Y un Y 19.059 19.059
MFLA1054 /) potpretical protein [Methylobacillus fagellatus KT7637937810 YP_ 545019
MFLAG911 5.77 E2 5.100 5.547 6.341 0457 YR Y t92E1 23797 24.052 24.930 -0.477
MFLAL055 " two component, sigmas4 specific, transcriptional regulator, Fis family [Methylobacilus fiagellatus KT637937811 YP_ 545020 """
MFLA0912 2.691 0.000 2.898 2601 YR Y 19.522 20.961 21.414 -1.439
MFLA1056 /) potretical protein [Methylobacillus flagellatus KT]637937812 YP_ 545021
MFLA0913 4.456 3.962 5.230 0527 YR Y 218E1 22461 22.315 23.389 0.216
MFLAL1057 perjplasmic sensor signal transduction histidine kinase [Methylobacillus flagellatus KT]637937813 YP_ 545022
MFLA0914 1.521 0.346 2.050 117 YR Y 18.997 19.551 20.300 -0.554
MFLA1058 pjsyarofolate reductase [Methylobacillus fageliatus KT]637937814 YP_ 545023
MFLAQ915 4.51E-6 7.631 7.053 8.371 0578 R Y 21761 26.444 26.357 27.401 0.107
MFLA1059 /,sine decarboxylase [Methylobacillus fAagellatus KT]637937815 YP_ 545024
MELA0916 4.039 4.661 5.384 0725 YRJEJY 487E2 23840 24.949 25.498 -1.027
MFLA1060 peoxycytidine triphosphate deaminase [Methylobacillus flageliatus KT]637937816 YP_545025
MFLA0917 9.070 8.922 9.998 o106 YR Y 1290E2 28648 29.189 29.944 -0.537
MFLA1061 glucose-6-phosphate 1-dehydrogenase [Methylobacillus flagellatus KT]637937817 YP_545026
MFLA0918 9.861 9.496  10.690 0173 YK Y 6212 28765 29.539 30.203 -0.979
MFLAL1062 s psosphogluconate dehydrogenase related protein [Methylobacillus flagellatus KT]637937818 YP_ 545027
MFLA0919 2.96 E-7 5.280 6.391 6.940 1100 GRIdY o97E2 25779 26.204 27.007 0.387
MFLA1063 6-phosphogluconolactonase [Methylobacillus flagellatus KT]637937819 YP_ 545028
MFLAQ920 6.62E-3 4.552 5.214 5.921 0636 GEJEJY 799e2 24.099 24.475 25.299 -0.365
MFLA1064 . ote/n of unknown function DUF59 [Methylobacillus flagellatus KT637937820 YP. 545029
MFLA0921 6.742 6.719 7.731 0058 YIJEJY 462E2 25730 26.246 27.011 0494 YO
MFLA1065 /7cth/ony/-tRNVA synthetase [Methylobacillus fAagellatus KT]637937821 YP_ 545030
MFLA0922 6.621 5.715 7.238 0583 Y Y 222E1 25765 25.851 26.809 0050 YJ
MFLA1066 (y/petence protein ComEA helix-hairpin-helix region [Methylobacilus flagellatus KTJ637937822 YP_545031
MFLA0923 3.876 4.790 5.405 0937 YIJEJY 1e6E2 23537 24.487 25.088 0979 YJ
MFLA1067 o, otidine 5-phosphate decarboxylase [Methylobacillus fagellatus KT]637937823 YP_ 545032
MFLA0924  9.98 E-2 6.351 6.597 7.479 0247 YRJEJY 572E2 24636 25.110 25.892 049 Y J
MFLA1068 7. elratricopeptide region [Methylobacillus flagellatus KT]637937824 YP_545033
MFLA0925 0.000 0.000 | ] | 0.000 0.000

MFLA1069 hypothetical protein [Methylobacillus flagellatus KT]637937825 YP_ 545034
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity |
log, log, log, log, log, log, X

ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA0926 1.813 3.015 3.536 -0.152 YEAIKYY 2.72E-1 22.494 23.470 24.063 0.130 2 @
MFLA1070 - Integration host factor, beta subunit [Methylobacillus flagellatus KT]637937826 YP_545035 """
MFLA0927 10.718 10.805  11.762 0094 YRJEJY 63562 30593 30.888 31.748 -0.306
MFLAL1071 /jposomal protein S1 [Methylobacillus fageliatus KTJ637937827 YP_ 545036
MFLA0928 4.915 4.972 5.944 0059 YRIKJY 6872 22759 22.446 23611 0.297
MFLA1072 ytigy/ate kinase [Methylobacillus fagellatus KT]637937828 YP_ 545037
MFLA0929 4.184 4.548 5.378 0461 YR Y 2782 21214 23.169 23.500 2.217
MFLA1073 3-phosphoshikimate 1-carboxyvinyltransferase [Methylobacillus flagellatus KT]637937829 YP_545038
MFLA0930 1.43E-9 4.330 5.992 6.388 -1918 GJEJY te6e2 23122 24.510 24.976 -1.366
MFLA1074 Prephenate dehydrogenase [Methylobacillus flagellatus KT]637937830 YP_ 545039
MFLA0931 0.000 0.000 | ] | 0.000 0.000
MFLA1075 4/ ginyitransterase [Methylobacillus flageliatus KT]637937831 YP_ 545040
MFLA0932 0.000 0.000 || 0.000 0.000
MFLA1076 Leucyltransferase [Methylobacillus flagellatus KT]637937832 YP_ 545041
MFLA0933 0.000 0.000 | 0.000 0.000
MFLAL1077 sy pothetical protein [Methylobacillus flagellatus KT7637937833 YP_ 545042
MFLA0934 0.000 0.000 || 0.000 0.000
MFLA1078 hypothetical protein [Methylobacillus flagellatus KT]637937834 YP_545043
MFLA0935 1.843 1.843 ig o |e 19.767 19.767
MFLA1079 outer membrane efflux protein [Methylobacillus flagellatus KT]637937835 YP_ 545044
MFLA0936 2.843 3.056 3.953 072 YK Y 2781 21559 22.544 23.134 0.042
MFLA1080 7iv7-arginine translocation pathway signal [Methylobacillus flagellatus KT637937836 YP_ 545045
MFLA0937 3.18E-9 7.135 6.243 7.757 o887 R Y e609e2 27.047 27.884 28.525 -1.088
MFLA1081 /oy vy metal transport/detoxification protein [Methylobacillus flageliatus KT]637937837 YP_ 545046
MFLA0938  1.98 E-2 5.397 4.938 6.186 042 Y Y 205e1 23922 24.067 24.997 -0.146
MFLA1082 4/ vy metal translocating P-type ATPase [Methylobacillus flagellatus KT]637937838 YP_545047
MFLA0939 1.521 1.184 2.362 137 Y Y 55E2  19.004 18.135 19.634 2.052
MFLA1083 Ragica/ SAM [Methylobacillus Aagellatus KT]637937839 YP_ 545048
MFLA0940 0.000 0.000 || 0.000 0.000
MFLA1084 hypothetical protein [Methylobacillus flagellatus KT]637937840 YP_545049
MFLA0941 2.691 1.668 3.268 PR © | © ] 20.664 19.209 21.113 1.455
MFLA1085 Gons-re/ated WN-acetyltransferase [Methylobacillus flagellatus KT]637937841 YP_ 545050
MFLA0942 0.000 0.000 || 0.000 0.000
MFLA1086 - cytochrome d ubiquinol oxidase, subunit IT [Methylobacillus flagellatus KT]637937842 YP_545051 """
MFLA0943 0.000 0.000 || 0.000 0.000
MFLAL1087 "y tochrome bd ubiquinol oxidase, subunit I [Methylobacillus fiageliatus KTJ637937843 YP_545052 """
MFLA0944 2.328 1.322 2.911 oo YR Y 21.059 20.637 21.863 0.422
MFLA1088 response regulator receiver domain protein (CheY-like) [Methylobacillus flagellatus KT]637937844 YP_ 545053
MFLA0945 2.328 1.915 3.136 1404 YRJEJ Y 149E1  20.161 22.306 22.600 -0.861
MFLA1089 4y component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637937845 YP_ 545054 """
MFLA0946 2.621 2.621 g o|e ) 18.956 18.956
MFLA1090 4, potretical protein [Methylobacilus fagellatus KT7637937846 YP_ 545055
MFLA0947 0.000 0.000 | ] | 0.000 0.000
MFLA1091 /ot of unknown function DUF1328 [Methylobacillus Aageliatus KTJ637937847 YP_ 545056
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA0948 3.106 3.281 4.196 0847 YQJIK]1Y 6.2 E-2 21.795 21.756 22.776 1.078 2 @
MFLA1092 periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637937848 YP_545057
MFLA0949 0.000 0.000 0.000 0.000
MFLAL1093 4, p0tp¢etical protein [Methylobacilus flagellatus KTJ637937849 YP_545058
MFLA0950 0.000 0.000 | ] | 0.000 0.000
MFLA1094  /ra/5p0rt-associated [Methylobacillus flagellatus KT]637937850 YP_ 545059
MFLA0951 0.000 0.000 || 0.000 0.000
MFLA1095 Lipocalin-like protein [Methylobacillus flagellatus KT]637937851 YP_545060
MFLA0952 0.000 0.000 | 0.000 0.000
MFLAL1096 ,rotein of unknown function DUF188 [Methylobacillus flageliatus KT]637937852 YP_ 545061
MFLA0953 0.000 0.000 ook 18.572 18.572
MFLA1097 4 TP-dependent DNA helicase RecQ [Methylobacillus flageliatus KT]637937853 YP_ 545062
MFLA0954 5.611 5.656 6.634 0240 YR Y 211e1 24002 24.274 25.144 -0.831
MFLA1098 prap/DEAH box helicase-like protein [Methylobacillus flagellatus KTJ637937854 YP_ 545063
MFLAO955 4.586 4.321 5.459 0362 Y Y 2221 22899 23.045 23.974 -0.283
MFLA1099 "~ pseudouridine synthase, Rsu [Methylobacillus flagellatus KT]637937855 YP_545064 """
MFLA0956 4.081 4.540 5.329 080 YRJEJY 61562 2302t 23.827 24.479 -1.053
MFLA1100 hypothetical protein [Methylobacillus flagellatus KT]637937856 YP_545065
MFLA0Q957 0.000 0.000 || 0.000 0.000
MFLAL1101 4 p0tpetical protein [Methylobacilus flagellatus KT]637937857 YP_545066
MFLAO958 0.000 0.000 | ] | 0.000 0.000
MFLA1102 s/ /phosphonate utilization operon protein PhnA [Methylobacilus fiagellatus KT]637937858 YP_545067
MFLA0959 0.000 0.000 || 0.000 0.000
MFLA1103 secretion chaperone CsaA [Methylobacillus flagellatus KT]637937859 YP_545068
MFLA0960 0.813 1.585 2.250 072 YRR Y 21.930 20.064 22.280 1.866
MFLA1104 " pjsyaroxyacetone kinase Dhak, subunit 1 [Methylobacillus fageliatus KT7637937860 YP_ 545069 """
MFLA0961  1.05E-1 5.104 4,917 6.014 o194 Y Y 133E1 24250 23.911 25.090 0.339
MFLA1105 - Dihydroxyacetone kinase, subunit L [Methylobacillus flagellatus KT]637937861 YP_ 545070 """
MFLA0962 0.000 0.000 || 0.000 0.000
MFLA1106 ,jpose 5 -phosphate /somerase [Methylobacillus flagellatus KT]637937862 YP_545071
MFLA0963 0.000 0.000 .. 0.000 0.000
RNVA/TRVA methyltranstferase (Spoll) [Methylobacillus flagellatus KT]637937863 YP_545072
MFLA1107 1.521 1.521 Y nn Y 19.697 19.697
RVA/IRIVA methyltransferase (Spol) [Methylobacillus flagellatus KT]637938007 YP_545216
7.77 E-5 4.450 5.479 6.054 -0.979 G .n Y 1.53E2  22.412 23.824 24.284 -1.392
MFLA1108 ) )
Hsp33 protein [Methylobacilus flagellatus KT]637938008 YP_ 545217
0.000 0.000 0.000 0.000
MFLA1109 - ) .-
Glutamate--tRNVA ligase [Methylobacillus flagellatus KT]637938009 YP 545218
0.000 0.000 0.000 0.000
MFLA1110 .-
hypothetical protein [Methylobacillus flagellatus KT]637938010 YP_545219
4.696 4.202 5.470 0.494 Y nn Y 1.43E-1  22.707 23.489 24.151 -0.773
MFLA1111 o . ) ]
twitching motility protein [Methylobacillus flagellatus KT7637938011 YP_ 545220
0.521 0.521 Y Y 18.071 18.071
MFLA1112 nn

hypothetical protein [Methylobacillus flagellatus KT]637938012 YP 545221
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1113 5.046 5.060 6.053 -0.136 YXCAIKAY 4.99E-2 23.192 22.573 23.916 0.628 Y K]
protein of unknown function DUF344 [Methylobacillus flagellatus KT]637938013 YP_ 545222
MFLAL114 2.862 2.862 Y nn Y 21.743 21.743
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC sensor(s) [Methylobacillus flagellatus KT]637938014 YP 545223
MFLAL115 0.000 0.000 0.000 0.000
protein of unknown function DUF454 [Methylobacillus flagellatus KT]637938015 YP_ 545224
MFLA1116 4.492 4.710 5.605 0203 YIJEJY s899E2 22558 23.467 24.083 -0.781
2-C-methyl-D-erythritol 4-phosphate cytiaylyltransferase [Methylobacillus flagellatus KT]637938016 YP_545225
MFLAL117 3.514 4.257 4.933 o492 Y Y t29e1 20128 23.163 23.329 -1.721
" 2-C-methyl-D-erythritol 2,4-cyclodjphosphate synthase [Methylobacillus flagellatus KT]637938017 YP 545226 """
0.000 0.000 0.000 0.000
MFLA1118 .-
Smir protein/MutS2 [Methylobacillus flagellatus KT]637938018 YP_545227
7.882 8.103 8.997 0246 YIJEJY o955e2 27.872 28.013 28.944 -0.146
MFLA1119 - . =
thioredoxin reductase [Methylobacillus flagellatus KT]637938019 YP_545228
7.75 E-4 7.156 6.629 7.916 0527 R Y to4e1 27125 27.030 28.078 0.101
MFLA1120
Ferritin and Dps [Methylobacillus flagellatus KT]637938020 YP_ 545229
0.000 0.000 0.000 0.000
MFLA1121 .-
hypothetical protein [Methylobacillus flagellatus KT]637938021 YP_545230
0.000 0.000 0.000 0.000
MFLA1122 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637938022 YP 545231
0.000 0.000 0.000 0.000
MFLA1123 .-
hypothetical protein [Methylobacillus flagellatus KT]637938023 YP 545232
4.914 4.638 5.782 o152 YR Y 459e2 22928 23.711 24.372 -0.822
MFLA1124
cell divisionFtsK/SpolllF [Methylobacillus flagellatus KT]637938024 YP_ 545233
MFLAL125 4.836 4.363 5.619 o492 Y Y t17e1 23881 23.252 24.601 0.455
outer membrane /jpoprotein carrier protein Lo/A [Methylobacillus flagellatus KT]637938025 YP_ 545234
0.000 0.000 0.000 0.000
MFLA1126 .-
hypothetical protein [Methylobacillus flagelliatus KT]637938026 YP_ 545235
0.000 0.000 0.000 0.000
MFLAL127 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637938027 YP_545236
1.48 E-1 6.099 6.138 7.118 0035 YIJEJY 12561 24126 24.534 25.345 -0.581
MFLA1128 : :
" AAA ATPase, central region [Methylobacillus flagellatus KT]637938028 YP_545237 """
3.43 E-3 7.048 7.425 8.248 0378 YR Y 2131 26877 26.672 27.778 0.014
MFLA1129
seryl-tRNVA synthetase [Methylobacillus flagelliatus KT]637938029 YP_ 545238
0.000 0.000 0.000 0.000
MFLA1130 | |1
sodiumyhydrogen exchanger [Methylobacillus flagellatus KT7637938030 YP_545239
MFLA1131 4.126 3.315 4.777 067 YK Y 1711 22560 21.872 23.257 0.236
" Lytic transglycosylase, catalytic [Methylobacillus flagellatus KT]637938031 YP_545240 """
MFLA1132 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637938032 YP_545241
MFLAL133 0.000 0.000 | 0.000 0.000
" protein of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637938034 YP 545242 """
0.521 0.521 Y Y 15.420 15.420
MFLA1134 un

conserved hypothetical chaperone protein [Methylobacillus flagellatus KT]637938035 YP_545243
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1135 2.05 E-5 7.366 7.750 8.570 -0.428 YIECJAILJY 1.08E-2 26.196 27.474 27.972 -1.320 Y K]
ABC transporter related [Methylobacillus flagellatus KT]637938036 YP_545244
1.71 E-11 6.032 7.034 7.618 -10%0 GJEJG 458E3 26579 28.075 28.513 -1.500
MFLA1136 -
nitroreductase [Methylobacillus flagellatus KT7637938037 YP_ 545245
SR 2.267 2.267 Y Y 22.383 22.383
GreA/GreB family elongation factor [Methylobacillus flagellatus KT]637938038 YP 545246
MFLAl13s 153 EP 7.664 8.078 8.886 0381 Y Y 7572 26799 27.331 28.089 -0.544
tryptophany/-tRVA synthetase [Methylobacillus flagellatus KT]637938039 YP_545247
2.81 E-3 7.610 7.950 8.790 -0.342 Y Y 2.65E-2 27.250 27.982 28.662 -0.785
MFLA1139 7 , o] ®
GMP synthase-like protein [Methylobacillus flageliatus KT]637938040 YP 545248
MFLA1120 2 E1 5.567 5.754 6.663 0187 YJEJG 429E3 25362 26.044 26.743 -0.682
protein of unknown function DUF541 [Methylobacillus flagelliatus KT]637938041 YP_ 545249
MFLAlzey TS ET 9.306 9.370  10.338 0064 YRJEJY 899E2 29517 29.849 30.693 -0.373
/nosine-5"-monophosphate dehydrogenase [Methylobacillus flagellatus KT]637938042 YP_ 545250
4.039 2.852 4.565 1370 YR Y 199E2 22634 21.792 23.274 0.837
MFLA1142
hypothetical protein [Methylobacillus flagelliatus KT]637938043 YP_ 545251
MFLA1143 0.000 0.000 || 0.000 0.000
protein of unknown function UPFO125 [Methylobacillus flagellatus KT]637938044 YP_545252
3.528 3.528 Y Y 20.511 20.511
MFLA1144 nn
cyclase/dehydrase [Methylobacillus flagellatus KT]637938045 YP 545253
3.210 3.422 4.320 0252 YR Y 2742 21134 22.014 22.640 -0.942
MFLA1145
SsrA-binding protein [Methylobacillus flagellatus KT]637938046 YP_ 545254
MFLA1146 0.000 0.000 || 0.000 0.000
Hemerythrin HHE cation binding region [Methylobacillus flagellatus KT]637938047 YP_545255
0.000 0.000 Y Y 20.956 20.956
MFLA1147 nn
nuclease (SNase-like) [Methylobacillus flagellatus KT]637938048 YP_545256
MFLA1148 2.398 3.417 3.995 o111 YR Y 197E1 19386 20.559 21.088 -0.137
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637938049 YP_ 545257
MFLAL145 0.000 0.000 || 0.000 0.000
" transcriptional regulator, LysR ramily [Methylobacillus flagellatus KT]637938050 YP_545258 """
0.521 1.184 1.890 0.347 Y Y 1.51E-1 20.175 21.379 21.899 -0.190
MFLA1150 nn
hypothetical protein [Methylobacillus flagellatus KT]637938051 YP_ 545259
0.000 0.000 0.000 0.000
MFLA1151 .-
hypothetical protein [Methylobacillus flagellatus KT]637938052 YP_545260
0.000 0.000 0.000 0.000
MFLA1152 = = . ..
hypothetical protein [Methylobacillus flagellatus KT]637938053 YP 545261
0.813 0.813 Y Y 17.716 17.716
MFLA1153 o]0
hypothetical protein [Methylobacillus flagellatus KT]637938054 YP_ 545262
MFLA1154 0.000 0.000 || 0.000 0.000
" prophage LambdaMcO1, site-specific recombinase, resolvase family [Methylobacillus flagellatus KT]637938055 YP_545263 """
0.000 0.000 0.000 0.000
MFLA1155 ..
Recombinase [Methylobacillus flagellatus KT]637938056 YP_ 545264
0.000 0.000 0.000 0.000
MFLA1156 L

hypothetical protein [Methylobacillus flagelliatus KT]637938057 YP_ 545265
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA1157
hypothetical protein [Methylobacillus flagellatus KT]637938058 YP_545266
MFLALzss 02 E 14 7.684 6.744 8.289 oo RIIY 2671 26508 26.493 27.501 -0.011
" peptidase S1 and S6, chymoltrypsin/Hap [Methylobacilus flagellatus KT]637938059 YP_ 545267 """
4.470 3.367 5.021 o7or YR Y 11E1 22835 21.325 23.269 0.875
MFLA1159 i .
" peptidase M48, Ste24p [Methylobacillus flagellatus KT]637938060 YP_545268 """
2.398 2.398 Y Y 18.611 18.611
MFLA1160 o]0
hypothetical protein [Methylobacillus flagellatus KT]637938061 YP_545269
6.287 6.398 7.344 052 YR Y site2 26212 25.702 26.979 0.462
MFLA1161 = = =
thioredoxin [Methylobacillus flagellatus KT]637938062 YP 545270
3.4 E-16 7.858 6.900 8.457 0979 R Y 5132 27606 26.880 28.288 0.694
MFLA1162
hypothetical protein [Methylobacillus flagellatus KT]637938063 YP_ 545271
0.000 0.000 0.000 0.000
MFLA1163 i | ) .-
hypothetical protein [Methylobacillus flagellatus KT]637938064 YP_545272
1.8E-8 8.636 8.990 9.824 0375 YIJEJY te6E2 2979 30.278 31.057 -0.492
MFLA1164
hypothetical protein [Methylobacillus flagelliatus KT]637938065 YP 545273
0.000 0.000 0.000 0.000
MFLA1165 1
hypothetical protein [Methylobacillus flagellatus KT]637938066 YP_545274
0.000 0.000 0.000 0.000
MFLA1166 i . .-
heat shock protein Hsp20 [Methylobacillus flagellatus KT]637938067 YP_ 545275
0.000 0.000 0.000 0.000
MFLA1167 .-
hypothetical protein [Methylobacillus flagellatus KT]637938068 YP_ 545276
MFLAL16s 233 B2 7.679 7.553 8.617 0122 YIJEJY 809E2 26759 27.136 27.960 -0.412
ATP-dependent metalloprotease FtsH [Methylobacillus flagellatus KT]637938069 YP_545277
MFLALiGe 203 E2 6.830 6.484 7.668 0347 Y Y 281E2 26249 26.507 27.384 -0.260
phospholjpase D/ Transphosphatiayiase [Methylobacillus flagellatus KT]637938070 YP_ 545278
10.684 10.698  11.691 001t YIJEJY 168E2 30420 30.886 31.672 -0.463
MFLA1170
ATPase AAA-2 [Methylobacillus flagellatus KT]637938071 YP_545279
10.145 10.069  11.108 ooss Y Y 23E1 31704 31.804 32.755 -0.103
MFLA1171 . -
heat shock protein Hsp20 [Methylobacillus flageliatus KT]637938072 YP_ 545280
MFLALL72 4.135 2.659 4.578 2500 Y Y s586E2 21479 21.615 22.549 0.882
" phage transcriptional regulator, AlpA [Methylobacillus flagellatus KT]637938073 YP_545281 """
MFLA1173 0.000 0.000 .- 0.000 0.000
phospholipase D/ Transphosphatiayiase [Methylobacillus flagellatus KT]637938074 YP_545282
MFLAL174 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF45 [Methylobacillus flagellatus KT]637938075 YP_ 545283
MFLAL175 4.769 4.638 5.705 0053 Y Y 826E2 22655 23.581 24.191 -1.160
" type I site-specific deoxyribonuclease, HsaR family [Methylobacillus flagellatus KT]637938076 YP_545284 """
MFLA1176 3.523 2.844 4.223 0579 YR Y 147E1 21495 21.076 22.301 0.438
restriction modification system DNA specificity domain [Methylobacillus flagellatus KT]637938077 YP_545285
MELALL77 4.774 4.972 5.877 0205 YRJEJY t17e2 22654 23.574 24.186 -0.952
" transcriptional regulator, XRE family [Methylobacillus flagellatus KT]637938078 YP_545286 """
0.000 0.000 0.000 0.000
MFLA1178 .-

hypothetical protein [Methylobacillus flagelliatus KT]637938079 YP_ 545287
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
2.135 2.135 Y Y 19.117 19.117 Y
MFLA1179 hd B o
hypothetical protein [Methylobacillus flagellatus KT]637938080 YP_545288
MFLAL180 0.000 0.000 || 0.000 0.000
" transcriptional regulator, AracC family [Methylobacillus flagellatus KT]637938081 YP_ 545289 """
0.000 0.000 0.000 0.000
MFLA1181 .-
hypothetical protein [Methylobacillus flagellatus KT]637938082 YP_ 545290
MFLAL182 1.674 2.941 3.442 -1252 YR Y 236E1 21300 21.367 22.334 -0.093
filamentation induced by cAMP protein Fic [Methylobacillus flagellatus KT]637938083 YP_545291
MFLAL183 6.012 6.562 7.313 0626 YIJEJY t12E1 23605 24.379 25.043 -0.992
response regulator receiver moaulated diguanylate cyclase/phosphodiesterase with PAS/PAC sensor(s) [Methylobacillus flagellatus KT]637938084 YP_ 545292
3.259 4.353 4.908 -1oot YJEJG 642E3 21621 23.940 24.204 -2.330
MFLA1184
histidine kinase [Methylobacillus flagellatus KT]637938085 YP_545293
6.75 E-9 5.546 3.966 5.962 1397 R Y 51362 24068 22.758 24.557 1.208
MFLA1185 - . .
thioredoxin-related [Methylobacillus flagellatus KT]637938086 YP_545294
MFLA1186 3.954 2.897 4.520 0208 YK Y t44E1 23305 22.717 24.041 0.321
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637938087 YP_545295
0.000 0.000 0.000 0.000
MFLA1187 ..
hypothetical protein [Methylobacillus flagellatus KT]637938090 YP_545296
MELAL18S 0 7.483 5.675 7.846 1758 R Y 15961 25457 25.127 26.302 0.228
cold-shock DNA-binding domarin protein [Methylobacilus flagellatus K77637938091 YP_ 545297
MFLAL189 2.746 0.000 2.946 1450 Y Y 9.14E2 20899 19.363 21.326 0.523
Glycogen debranching enzyme GlgX [Methylobacillus flagellatus KT]637938092 YP 545298
0.000 0.000 0.000 0.000
MFLA1190 1
hypothetical protein [Methylobacillus flagellatus KT]637938093 YP_545299
0.000 0.000 0.000 0.000
MFLA1191 = = . ..
hypothetical protein [Methylobacillus flagelliatus KT]637938094 YP_ 545300
0.000 0.000 0.000 0.000
MFLA1192 .-
ABC transporter related [Methylobacillus flagellatus KT]637938095 YP_ 545301
0.000 0.000 0.000 0.000
MFLA1193 i | § ..
hypothetical protein [Methylobacillus flagellatus KT]637938096 YP_545302
MFLAL104 0.000 0.000 | 0.000 0.000
UDP-galactopyranose mutase [Methylobacillus flagellatus KT]637938097 YP_ 545303
0.000 0.000 0.000 0.000
MFLA1195 1
hypothetical protein [Methylobacillus flagellatus KT]637938098 YP_545304
MFLAL1es 125 E T 5.512 5.328 6.423 0199 YK Y 287E2 22488 24.183 24.572 -1.913
FAD-dependent pyridine nucleotide-disulphide oxidoreductase [Methylobacillus flagellatus KT]637938100 YP_ 545305
MFLAL19y B E1l 7.450 8.163 8.850 0716 G Y 2812 26.7% 27.487 28.180 -0.714
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus fliagellatus KT]637938101 YP 545306
MFLA1198 0.000 0.000 || 0.000 0.000
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637938102 YP_ 545307
4.605 4.754 5.681 -0.151 Y Y 2.39E-1 23.001 23.128 24.066 -0.268
MFLA1199 , @]
ABC transporter related [Methylobacillus flagellatus KT71637938103 YP_545308
4.571 4.154 5.378 o450 Y Y 193E1 21287 21.498 22.397 -0.199
MFLA1200

AsmA [Methylobacillus flagellatus KT]637938104 YP 545309
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1201 0.000 0.000 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637938105 YP_545310
0.000 0.000 0.000 0.000
MFLA1202 ; ; .- .
WrD/REP helicase [Methylobacillus flagellatus KT7637938106 YP_ 545311
MFLA1203 0.000 0.000 | ] | 0.000 0.000 |
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637938107 YP_545312
3.461 4.410 5.012 -0.914 Y Y 4.72E-2 22.346 23.045 23.737 -0.660 Y
MFLA1204 o]0 @]
GTP-binding [Methylobacillus flagellatus KT]637938108 YP_545313
0.000 0.000 0.000 0.000
MFLA1205 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637938109 YP 545314
0.000 0.000 0.000 0.000
MFLA1206 | L
Alkaline phosphatase [Methylobacillus flagellatus KT]637938110 YP_545315
0.000 0.000 0.000 0.000
MFLA1207 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637938111 YP_ 545316
1.521 1.915 2.731 0.686 Y Y 293E-2 20.471 20.943 21.726 0.529
MFLA1208 o]0
hypothetical protein [Methylobacillus flagellatus KT]637938112 YP 545317
0.000 0.000 0.000 0.000
MFLA1209 ]
ribonuclease BN [Methylobacillus flagellatus KT]637938113 YP_ 545318
MELALz10 20216 6.305 5.458 6.943 1902 RN Y 1021 22132 22.683 23.434 0.474
protein of unknown function DUF461 [Methylobacillus flageliatus KT]637938114 YP 545319
0.000 0.000 0.000 0.000
MFLA1211 .-
hypothetical protein [Methylobacillus flagellatus KT]637938115 YP_ 545320
MFLAL21g O E2 5.764 6.271 7.040 0505 YIJEJY 458E2 24256 24.912 25.621 -0.709
ATP-dependent helicase HrpA [Methylobacillus flagellatus KT]637938116 YP_545321
MFLAL213 3.427 0.585 3.616 2.843 Y nn Y 22.137 19.207 22.315 2.930
Lytic murein transglycosylase [Methylobacillus flagellatus KT]637938117 YP 545322
1.95 E-2 8.031 8.149 9.091 012t YRJEJY 104E1  26.051 26.256 27.157 -0.217
MFLA1214
oxidoreductase-like protein [Methylobacillus flagellatus KT]637938118 YP_545323
MELALz1s 9 B2 7.056 7.160 8.109 0115 YIJEJG 42963 25602 26.316 27.002 -0.715
" type I site-specific deoxyribonuclease, HsdR family [Methylobacillus flagellatus KT]637938119 YP_ 545324 """
MFLalzte 072 E2 5.077 5.261 6.172 0310 YIJEJY 493E2 23935 24.438 25.208 -0.549
restriction modification system DNA specificity domain [Methylobacillus flagellatus KT]637938120 YP 545325
4.160 3.820 5.000 o286 YJEJY 45e2 21876 21.366 22.644 0.494
MFLA1217
hypothetical protein [Methylobacillus flagellatus KT]637938121 YP_545326
MFLALz1s 02 E2 5.569 5.965 6.780 0404 YR Y 113E2 23645 24.814 25.345 -1.208
DFAD/DFAH box helicase-like protein [Methylobacillus flagellatus KT]637938122 YP_ 545327
1.521 2.170 2.881 -0.649 Y nn Y 19.071 19.836 20.504 -0.765
MFLA1219
anticodon nuclease [Methylobacillus fiagellatus KT]637938123 YP 545328
MFLA1220 02 B2 6.568 6.836 7.708 0272 YR Y 141e2 25509 26.163 26.873 -0.653
" type I restriction-modjfication system, M subunit [Methylobacillus flagellatus KT]637938124 YP_545329 """
0.000 0.000 0.000 0.000
MFLA1221 | , N
crcB protein [Methylobacillus flagellatus KT]637938125 YP_ 545330
0.000 0.000 0.000 0.000
MFLA1222 .-

thioredoxin-related [Methylobacillus flagellatus KT]637938126 YP_ 545331
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1223 0 8.105 9.576 10.021 -1.452 G (3 Y 1.03E-2 27.460 29.854 30.105 -2.375 G
Ribonucleoside-djphosphate reductase [Methylobacillus flagellatus KT]637938127 YP_545332
A EY 0 5.690 7.178 7.618 -1.455 G Y 1.29E-2 25.241 26.732 27.171 -1.536
Ribonucleoside-djphosphate reductase [Methylobacillus flagellatus KT7637938128 YP_ 545333
0.000 0.000 0.000 0.000
MFLA1225 .-
ferredoxin [Methylobacillus fiagellatus KT]637938129 YP 545334
MFLA1226 2.170 2.170 ig e |e 21.238 21.238
protein of unknown function UPFO118 [Methylobacillus flagellatus KT]637938130 YP_545335
4.093 4.511 5.317 -0.439 Y Y 1.56E-1 22.859 23.496 24.212 -0.998
MFLA1227 i | ; nn
hypothetical protein [Methylobacillus flagellatus KT]637938131 YP 545336
0.000 0.000 0.000 0.000
MFLA1228 .-
hypothetical protein [Methylobacillus flagellatus KT]637938132 YP_ 545337
MELAL229 9.4 E-3 4.624 5.413 6.072 0793 GEJJY 705e2 21316 22.232 22.846 -1.381
" cobalamin synthesis protein, P47K [Methylobacillus flagellatus KT]637938133 YP_545338 """
MFLAL230 3 EL 5.510 5.650 6.581 0147 YRJEJY to06E1 24651 24.988 25.829 -0.401
" cobalamin synthesis protein, P47K [Methylobacillus flagellatus KT]637938134 YP_ 545339 """
MFLA1231 0.000 0.000 || 0.000 0.000
" cobalamin synthesis protein, P47K [Methylobacillus flagellatus KT]637938135 YP_545340 """
S SRR 0.000 0.000 0.000 0.000
" transcriptional regulators, TraR/DksA family [Methylobacillus flagellatus KT]637938136 YP_ 545341 """
MFLA1233 4.294 4.044 5.174 o0 YR Y 217E1 23246 23.064 24.158 0.310
" ferric uptake regulator, FUR family [Methylobacillus flagellatus KT]637938137 YP_ 545342 """
4.49 E-4 4.959 5.854 6.475 0900 G Y 44e2 23167 24.459 24.953 -1.566
MFLA1234
ribonuclease I7 [Methylobacillus flagellatus KT]637938138 YP_545343
2.761 2.761 Y Y 20.972 20.972
MFLA1235 i | ; nn
hypothetical protein [Methylobacillus flagelliatus KT]637938139 YP 545344
3.899 4.087 4.996 0167 YJEJG 978E3 22839 23.510 24.213 -0.678
MFLA1236 . .
putative RNVA methylase [Methylobacillus flagellatus KT]637938140 YP_ 545345
2.521 2.521 Y Y 20.305 20.305
MFLA1237 - | o]0
hypothetical protein [Methylobacillus flagellatus KT]637938141 YP_ 545346
MFLAL2ss 028 EIT 6.762 7.616 8.251 0850 GJEJG 636E3 26218 27.171 27.772 -0.951
" Peptidase M1, alanyl aminopeptidase [Methylobacillus flagellatus KT]637938142 YP 545347 """
0.000 0.000 0.000 0.000
MFLA1239 : § ..
Phytanoy/-CoA dioxygenase [Methylobacillus flagellatus KT]637938143 YP_545348
MELA1240 9.334 9.745  10.554 0958 YR Y s571e2 29376 29.943 30.687 -0.649
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637938144 YP_ 545349
4.647 3.880 5.314 0798 YR Y 2782 24405 23.284 24.951 1.208
MFLA1241
hypothetical protein [Methylobacillus flagellatus KT]637938145 YP_ 545350
MFLA1242 3.081 2.710 3.907 0006 YRJEJY 38E2 23773 22.473 24.265 1.370
response regulator recelver domain protein (CheY-like) [Methylobacillus flagellatus KT]637938146 YP_545351
MELAL243 4.915 4.520 5.731 o109 YR Y 6732 24573 26.172 26.583 -1.731
response regulator receiver domain protein (ChevY-/ike) [Methylobacillus flagellatus KT]637938147 YP_ 545352
3.996 3.700 4.856 0294 YIJEIR 4784 23058 21.937 23.604 1.120
MFLA1244

CheW protein [Methylobacillus flagellatus KT]637938148 YP_545353
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1245 6.559 6.873 7.724 -0.298 YKCJILDAY 1.71E-1 25.500 25.707 26.607 -0.293 Y K]
methyl-accepting chemotaxis sensory transaucer [Methylobacillus flagellatus KT]637938149 YP_ 545354
MFLAL2as 3O B 7.173 6.486 7.870 0702 R Y 4290e2 25523 25.155 26.351 0.371
CheA signal transduction histidine kinases [Methylobacillus flagellatus KT]637938150 YP_ 545355
MFLA1247 5.329 6.045 6.731 0687 YRIEJY 1t1E1 23255 24.114 24.748 -1.222
" DIVA polymerase II1, alpha subunit [Methylobacillus flagellatus KT]637938151 YP 545356 """
MFLA124s 3L EZ 6.287 6.635 7.472 0345 YR Y 2782 2619 26.995 27.650 -0.833
" gcety/l-CoA carboxylase, carboxy! transferase, ajpha subunit [Methylobacillus flagellatus KT]637938152 YP_545357 """
MFLAL245 1.843 3.523 3.914 0645 YRJEJY t17E1 19336 22.437 22.596 -1.880
RNVA(Te)-lysidine synthetase-like protein [Methylobacillus flagellatus KT71637938153 YP_ 545358
4.353 3.476 4.980 045 YR Y 114E1 23166 22.399 23.833 0.756
MFLA1250
Arylesterase [Methylobacillus flagellatus KT]637938154 YP_545359
3.461 4.551 5.107 0741 YR Y 221e1 22026 22.218 23.125 -0.133
MFLA1251 =
ABC transporter related [Methylobacillus flagellatus KT]637938155 YP_ 545360
MFLA1252 4.146 1.184 4.320 2482 Y Y 647E2 22705 21.283 23.162 1.553
protein of unknown function DUF214 [Methylobacillus flagellatus KT]637938156 YP 545361
0 6.891 3.301 7.006 3644 R Y 138e2 26.020 22.288 26.125 3.751
MFLA1253 .
TonB-dependent receptor [Methylobacillus flagellatus KT]637938157 YP_545362
MELAL254 5.492 3.584 5.833 o7 YR Y 11E2 24197 22.325 24.545 1.854
" two component, sigmas4 specific, transcriptional regulator, Fis family [Methylobacillus flagellatus KT]637938158 YP_545363 """
MFLA12ss 0P E! 5.581 5.838 6.715 026t YJEJY 258E1 25686 25.643 26.665 -0.014
phosphoribosylglycinamide formyltransferase 2 [Methylobacillus flagellatus KT]637938159 YP 545364
1.674 1.322 2.509 0655 YJEJY 218E1 21055 20.250 21.708 -0.318
MFLA1256
globin [Methylobacillus flagellatus KT]637938160 YP_545365
MFLAL257 5.113 5.726 6.452 0744 YRJEJY t12e1 24388 25.071 25.769 -1.264
DEAD/DEAH box helicase-like protein [Methylobacillus flagellatus KT]637938161 YP_ 545366
MFLA1258 4.642 3.353 5.137 1146 Y Y 213E-1 23353 22.960 24.170 -0.633
DFAD/DFEAH box helicase-like protein [Methylobacillus flagellatus KT]637938162 YP_545367
6.96 E-5 7.762 7.318 8.557 0427 YK Y 429e2 25838 26.855 27.434 -1.123
MFLA1259 — . .
GTP-binding protein TypA [Methylobacilus flagellatus KT]637938163 YP_545368
0.000 0.000 0.000 0.000
MFLA1260 N
TPR repeat [Methylobacillus flagellatus KT]637938164 YP_545369
MFLAL26r 52 EZ 4.891 5.463 6.205 0581 YJEJY 118e2 22234 23.900 24.295 -1.679
protein of unknown function DUF195 [Methylobacillus flagelliatus KT]637938165 YP_ 545370
MELAL262 3.591 2.459 4.133 o1t Y Y t1e1 20977 20.542 21.776 -0.625
" molybdopterin converting factor, subunit 1 [Methylobacillus flagellatus KT]637938166 YP_545371 """
MFLA1263 0.521 3.162 3.376 -tear YR Y 9E-2  17.504 22.712 22.750 -4.092
molybdopterin biosynthesis Moak [Methylobacillus flagellatus KT]637938167 YP_545372
MFLA1264 4.566 4.781 5.677 0299 YR Y 117e1  23.069 23.479 24.288 -0.549
ATP-dependent protease-like protein [Methylobacillus flagellatus KT]637938168 YP_545373
0.000 0.000 0.000 0.000
MFLA1265 | N
RNA-binding S4 [Methylobacillus flagellatus KT]637938169 YP_ 545374
0.000 0.000 0.000 0.000
MFLA1266 L

Radical SAM [Methylobacillus flagellatus KT]637938170 YP_ 545375
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1267 2.843 3.725 4.350 0131 YQXAKARY 5093E-2 20.726 23.889 24.042 -2.145 Y K]
Sshort-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637938171 YP_ 545376
MELAL268 5.237 4.465 5.902 032 Y Y 154E1 23608 24.072 24.859 -0.964
Mannose-1-phosphate guanylyltransrerase/imannose-6-phosphate isomerase [Methylobacillus flagellatus KT]637938172 YP_ 545377
0.000 0.000 0.000 0.000
MFLA1269 L
ABC-2 [Methylobacillus flagellatus KT]637938173 YP_545378
MFLA1270 0.000 0.000 || 0.000 0.000
NDP-hexose 3-C-methyltransterase TyICIIT [Methylobacillus flagellatus KT]637938174 YP_545379
MFLAL2gy A2 ES 5.949 6.605 7.314 0501 GERJJY 2732 25738 26.614 27.241 -0.967
" GDP-mannose 4, 6-defiydratase [Methylobacillus flagellatus KT]637938175 YP_ 545380 """
MFLA1272 3.328 4.147 4.795 0333 Y Y 9422 21738 23.236 23.674 -0.486
NAD-dependent epimerase/dehydratase [Methylobacillus flagellatus KT]637938176 YP_ 545381
5.74 E-2 4.967 5.305 6.146 0318 YIJEJY 241E1  24.098 23.980 25.040 -0.096
MFLA1273 =
" glycosyl! transferase, group 1 [Methylobacillus flagellatus KT]637938177 YP_ 545382 """
MFLA1274 0.000 0.000 | 0.000 0.000
polysaccharide export protein [Methylobacillus flagellatus KT]637938178 YP_ 545383
MFLA1275 2.000 2.000 B 20.008 20.008
" glycosyl! transferase, group 1 [Methylobacillus flagellatus KT]637938179 YP_ 545384 """
MFLA1276 1.521 1.521 ig o |e 19.110 19.110
NAD-dependent epimerase/dehydratase [Methylobacilus flagellatus KT7637938180 YP_ 545385
1.106 1.106 Y Y 19.962 19.962
MFLA1277 nn
sugar transferase [Methylobacillus fiagellatus KT]637938181 YP 545386
MFLA1278 1.106 3.140 3.455 -1t YR Y t41e1 20240 22.242 22.563 -0.821
polysaccharide biosynthesis protein CapD [Methylobacillus flagellatus KT]637938182 YP_545387
MFLAL27e  SelEL7 6.975 7.918 8.523 0930 GEJJY 22561 27.103 27.193 28.149 -0.146
UTP-glucose-1-phosphate uridylyltransferase [Methylobacillus flagellatus KT]637938183 YP_ 545388
0.000 0.000 0.000 0.000
MFLA1280 . ) .-
phosphoribosy/transferase [Methylobacillus flagellatus KT]637938184 YP_545389
MFLAL281 4.402 5.379 5.972 0981 YIJEJY 1o1E2 23339 24.602 25.104 -1.284
response regulator rece/ver domain protein (CheY-like) [Methylobacillus flagellatus KT]637938185 YP_ 545390
MFLA1282 0.000 0.000 | 0.000 0.000
response regulator receiver domain protein (Chey-like) [Methylobacillus flagellatus KT]637938186 YP_ 545391
MFLA1283 4.140 3.975 5.060 o152 YR Y 22te1 21824 21.612 22.722 0.132
PAS/PAC sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637938187 YP_ 545392
0.000 0.000 0.000 0.000
MFLA1284 - | L
hypothetical protein [Methylobacillus flagellatus KT]637938188 YP_ 545393
6.893 6.466 7.695 0473 YEJ Y 6852 26342 25.778 27.087 0.573
MFLA1285
hypothetical protein [Methylobacillus flagellatus KT]637938189 YP_ 545394
MFLA1286 0 8.905 9.477  10.219 0548 G Y 279e2 28833 29.746 30.361 -0.999
Glutamate dehydrogenase (NVADP+) [Methylobacillus flagellatus KT]637938190 YP_545395
MFLAL287 0.000 0.000 | 0.000 0.000
aminoglycoside phosphotransferase [Methylobacillus flageliatus KT]637938191 YP 545396
0.000 0.000 0.000 0.000
MFLA1288 L

ribosomal protein L36 [Methylobacillus flagellatus KT]637938192 YP_ 545397
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1289 0.000 0.000 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637938193 YP_545398
0.000 0.000 0.000 0.000
MFLA1290 - | L
hypothetical protein [Methylobacillus flagellatus KT]637938194 YP 545399
MFLA1291 0.000 0.000 | ] | 0.000 0.000
protoheme IX farnesyltransferase [Methylobacillus flagellatus KT]637938195 YP_545400
MFLA1292 0.000 0.000 || 0.000 0.000
cytochrome C oxidase subunit IV [Methylobacillus flagellatus KT]637938196 YP_545401
MFLAL293 0.000 0.000 | 0.000 0.000
" cytochrome c oxidase, subunit IIT [Methylobacillus flagellatus KT1637938197 YP_ 545402 """
6.88 E-2 5.826 6.105 6.972 0299 YA Y 134E1 26645 26.796 27.723 -0.143
MFLA1294
Cytochrome-c oxidase [Methylobacillus flagellatus KT]637938198 YP_545403
7.837 8.057 8.951 0226 YRJEJY 3.12e2 28014 28.539 29.300 -0.521
MFLA1295 — - = -
" ublquinol oxiagase, subunit I7 [Methylobacillus flagellatus KT]637938199 YP_545404 """
MFLALz0s 75 E3 5.427 4.734 6.122 o646 REIQY 7032 24859 23.848 25.440 1.165
" proteinase inhibitor 711, ecotin [Methylobacillus flagellatus KT]637938200 YP_545405 """
7.531 7.251 8.398 0105 YR Y 351E2 25750 26.972 27.486 -1.188
MFLA1297
hypothetical protein [Methylobacillus flagellatus KT]637938201 YP_545406
MELAL208 1.521 3.295 3.665 07338 YR Y t16E1 19937 21.439 21.875 -0.475
" (P)opGpp synthetase I (GTP pyrophosphokinase), Spol/RelA [Methylobacilus flagellatus KT7637938202 YP_545407 """
MFLA1299 0.000 0.000 | ] | 0.000 0.000
DNA-3-methyladenine glycosylase 11 [Methylobacillus flagellatus KT]637938203 YP_ 545408
0.000 0.000 0.000 0.000
MFLA1300 1
hypothetical protein [Methylobacillus flagellatus KT]637938204 YP_545409
0.000 0.000 0.000 0.000
MFLA1301 , L
20G-Fe(1l) oxygenase [Methylobacillus flagellatus KT]637938205 YP_ 545410
MFLA1302 5.244 4.194 5.812 roso Y Y 23361 23137 23.237 24.188 -0.211
glutamine amidotransferase class-I [Methylobacillus flagellatus KT]637938206 YP_545411
MFLA1303 0.000 0.000 || 0.000 0.000
putative GNAT-family acetyltransferase [Methylobacillus flagellatus KT]637938207 YP_ 545412
MFLA1304 2.328 2.991 3.697 0347 Y Y 902E2 19278 21.109 21.467 -0.808
outer membrane efflux protein [Methylobacillus flagellatus KT]637938208 YP_ 545413
3.159 4.571 5.031 -1673 YR Y s591E2 21950 23.514 23.934 -1.855
MFLA1305 . . .
Secretion protein HIyD [Methylobacillus flagellatus KT]637938209 YP_ 545414
MELAL306 5.754 4.747 6.337 1155 YR Y 7.38E2 24.228 23.060 24.759 1.199
Heavy metal efflux pump CzcA [Methylobacillus flagellatus KT]637938210 YP_ 545415
MFLA1307 2.106 2.106 Y nn Y 19.211 19.211
" two component transcriptional regulator, winged helix family [Methylobacillus flagellatus KT]637938211 YP_545416 """
MFLA1308 1.674 0.000 2.068 o667 YR Y 217e1 2129 20.503 21.953 -0.341
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637938212 YP_545417
0.000 0.000 0.000 0.000
MFLA1309 ) 5 . ..
" Integrase, catalytic region [Methylobacillus flagellatus KT]637938213 YP_ 545418 """
0.000 0.000 0.000 0.000
MFLA1310 L

transposase IS3/1S911 [Methylobacillus flagellatus KT]637938214 YP_ 545419
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
RF log, log, log, log, log, log, C -7
(o] g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio onsensus
0.000 0.000 0.000 0.000
MFLA1311
hypothetical protein [Methylobacillus flagellatus KT]637938215 YP_545420
0.000 0.000 0.000 0.000
MFLA1312 i | ) .-
hypothetical protein [Methylobacillus flageliatus KT]637938216 YP 545421
0.000 0.000 0.000 0.000
MFLA1313 L
putative integrase [Methylobacillus flagellatus KT]637938217 YP_ 545422
0.000 0.000 0.000 0.000
MFLA1314 N
phage integrase [Methylobacillus flagellatus KT]637938218 YP_ 545423
3.235 3.235 Y Y 22.607 22.607
MFLA1315 . = = = nn
MItA-interacting MipA [Methylobacillus flagellatus KT]637938220 YP_ 545424
0.000 0.000 0.000 0.000
MFLA1316 L
hypothetical protein [Methylobacillus flagelliatus KT]637938221 YP_ 545425
0 7.805 6.311 8.244 1459 R Y 8262 27.240 26.868 28.066 0.347
MFLA1317 = = =
hypothetical protein [Methylobacillus flagellatus KT]637938222 YP_545426
0.813 1.000 1.910 -0.187 Y nn Y 21.254 20.393 21.887 0.861
MFLA1318
hypothetical protein [Methylobacillus flagellatus KT]637938223 YP 545427
MFLAL31e 053 EP 6.314 7.004 7.700 0700 GERIJY 11e2 26748 27.833 28.390 -1.127
" aminotransferase, class I and II [Methylobacillus flagellatus KT]637938224 YP_ 545428 """
MELALsz0 008 B2 5.377 5.001 6.201 0373 YJEJ Y 238E1  23.540 23.696 24.620 -0.545
" excinuclease ABC, B subunit [Methylobacillus flagellatus KT]637938225 YP_ 545429 """
8.648 8.327 9.497 0205 Y Y 102E1  27.895 28.364 29.149 -0.486
MFLA1321 : . :
" ribonuclease, Rne/Rng framily [Methylobacillus flagellatus KT]637938226 YP_ 545430 """
MFLA1322 0.521 3.056 3.285 -1530 YR Y 749e2  19.673 22.178 22.412 -1.478
" Pseudouridine synthase, RIuD [Methylobacillus flagellatus KT]637938227 YP_545431 """
MFLALs2s 0P El 5.327 5.610 6.475 0274 YREJY t49E1  24.092 23.688 24.904 0.251
" HAD-superfamily hydrolase, subfamily 1A, variant 1 [Methylobacillus flagellatus KT]637938228 YP_545432 """
0 6.796 4.268 7.027 1824 R Y 603E2 24149 25.171 25.749 -1.569
MFLA1324
peptidase S49 [Methylobacillus flagellatus KT]637938229 YP_545433
MFLALs2s 12 ES 7.279 7.760 8.539 0566 GJEJY te6e2 26671 27.217 27.970 -0.557
Glucose-6-phosphate /somerase [Methylobacillus flagellatus KT]637938230 YP_545434
7.900 7.795 8.848 oo YR Y 25tE2 26508 27.717 28.236 -1.419
MFLA1326
ribosomal protein S6 [Methylobacillus flagellatus KT]637938231 YP_ 545435
MFLA1327 0.000 0.000 Y nn Y 20.943 20.943
single-strand binding protein/Primosomal replication protein n [Methylobacillus flagellatus KT]637938232 YP_545436
1.63 E-3 6.226 5.580 6.939 o649 R Y 21861  26.469 26.188 27.335 -0.029
MFLA1328 i y
ribosomal protein S18 [Methylobacillus flagellatus KT]637938233 YP_ 545437
0 7.395 8.778 9.247 1379 G Y 376E2 28966 29.300 30.143 -0.331
MFLA1329
ribosomal protein L9 [Methylobacillus fiagellatus KT]637938234 YP 545438
1.13 E-2 5.053 5.686 6.404 0608 YIJEJY 153e2 24601 25.289 25.986 -0.696
MFLA1330 — . =
replicative DNVA helicase [Methylobacillus flagellatus KT7637938235 YP_545439
4.044 4.508 5.295 0625 Y Y t17e2 21936 21.908 22.922 1.028
MFLA1331 - =
alanine racemase [Methylobacillus flagellatus KT]637938236 YP_ 545440
4.283 4.324 5.304 009t YR Y 108E2 22442 24.012 24.431 -1.628
MFLA1332

DNA repair protein RadA [Methylobacillus flagellatus KT]637938237 YP_ 545441
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA1333
hypothetical protein [Methylobacillus flagellatus KT]637938239 YP_545442
0.000 0.000 0.000 0.000
MFLA1334 | : | | | |
methylation [Methylobacillus flagellatus KT]637938240 YP_ 545443
0.000 0.000 0.000 0.000
MFLAL335 | |
methylation [Methylobacillus fiagellatus KT]637938241 YP 545444
MFLA1336 0.000 0.000 || 0.000 0.000 |
type II and IIT secretion system protein [Methylobacilus flagellatus KT]637938242 YP_545445
0.000 0.000 0.000 0.000
MFLA1337 - ) ; .. .
hypothetical protein [Methylobacillus flagelliatus KT]637938243 YP_ 545446
MFLA1338 0.000 0.000 | ] | 0.000 0.000 |
putative transmembrane protein [Methylobacillus flagellatus KT]637938244 YP_ 545447
0.000 0.000 0.000 0.000
MFLA1339 - . [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938245 YP_545448
0.000 0.000 0.000 0.000
MFLA1340 [ | | ||
hypothetical protein [Methylobacillus flagellatus KT]637938246 YP_ 545449
MFLA1341 0.000 0.000 || 0.000 0.000 |
type II secretion system protein £ [Methylobacillus flagellatus KT]637938247 YP_545450
MFLAL342 0.000 0.000 || 0.000 0.000 |
type 11 secretion system protein [Methylobacilus flagellatus KT]637938248 YP_ 545451
MFLA1343 0.000 0.000 | ] | 0.000 0.000 |
General secretion pathway protein G [Methylobacillus fiagellatus KT]637938249 YP 545452
0.000 0.000 0.000 0.000
MFLA1344 [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938250 YP_545453
MFLAL345 0.000 0.000 | 0.000 0.000 |
" Type I secretion outer membrane protein, To/C [Methylobacillus flagellatus KT]637938251 YP_ 545454 """
MFLA1346 0.000 0.000 | ] | 0.000 0.000 |
" Type I secretion membrane fusion protein, HlyD [Methylobacillus flagellatus KT]637938252 YP_545455 """
MFLAL347 0.000 0.000 || 0.000 0.000 |
" Type I secretion system ATPase, PriD [Methylobacilus flagellatus KT7637938253 YP_545456 """
MFLA1348 0.000 0.000 | 0.000 0.000 |
" Type I secretion system ATPase, PriD [Methylobacillus flagellatus KT]637938254 YP_545457 """
MFLA1345 0.000 0.000 || 0.000 0.000 |
Hemolysin-type calcium-binding region [Methylobacillus flagellatus KT]637938255 YP_545458
3.648 3.648 Y Y 23.160 23.160 Y
MFLA1350 - . o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637938256 YP 545459
0.000 0.000 0.000 0.000
MFLAL351 , [ | |
TonB-dependent receptor [Methylobacillus flagellatus KT]637938257 YP_ 545460
0.000 0.000 0.000 0.000
MFLA1352 | | | |
putative FecR [Methylobacillus flagellatus KT]637938258 YP_545461
0.000 0.000 0.000 0.000
el | | | | | ||
sigma-24 (Fecl-like) [Methylobacillus flageliatus KT]637938259 YP 545462
0.521 2.372 2.725 -0.814 Y Y 2.28E-1 21.346 22.557 23.075 -0.032 Y
MFLAL354 o]0 O

Succinylglutamate desuccinylase/aspartoacylase [Methylobacillus flagellatus KT]637938260 YP_ 545463
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log, Ratio
MFLA1355 8.24 E-2 6.097 5.788 6.951 0308 YKL ARY B8.35E-3 25.518 25.131 26.337 0.389 Y K]
Ycel [Methylobacillus flagellatus KT]637938261 YP_545464
MFLAL3ss 100 B2 7.606 7.598 8.602 0014 YR Y 158E1  27.077 26.821 27.955 0.195
protein of unknown function DUF748 [Methylobacillus flageliatus KT]637938262 YP 545465
0 8.645 6.829 9.006 1852 RIIY 199e2 24918 24.392 25.679 0.537
MFLA1357
hypothetical protein [Methylobacillus flagellatus KT]637938263 YP_ 545466
4.413 4.438 5.425 0022 YR Y 51262 23643 23.249 24.459 0.413
MFLA1358 .
GTP cyclofiydrolase I [Methylobacillus flagellatus KT]637938264 YP_545467
MFLAL356 3.461 3.461 g o|e ) 22.221 22.221
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637938265 YP_545468 """
MFLA1360 3.982 1.585 4.232 1397 YJEJY es8tE2 22201 19.979 22.481 1.207
Hydrophobe/amphiphile efflux-1 HAE1 [Methylobacillus flagellatus KT]637938266 YP_545469
4.581 3.834 5.256 o758 YK Y tose2 23757 23.314 24.553 0.441
MFLA1361 = . =
secretion protein HlyD [Methylobacillus flagellatus KT]637938267 YP_ 545470
MFLA1362 1.000 1.000 g e|e )i 20.327 20.327
" transcriptional regulator, TetR framily [Methylobacillus flageliatus KT]637938268 YP_ 545471 """
MFLA1363 0.000 0.000 || 0.000 0.000
protein of unknown function DUF204 [Methylobacillus flagellatus KT]637938269 YP_ 545472
1.813 1.813 Y Y 19.262 19.262
MFLA1364 1 | o]
ljpopolysaccharide kinase [Methylobacillus flagellatus KT]637938270 YP_ 545473
MFLA1365 0.000 0.000 | ] | 0.000 0.000
Lysine exporter protein (LYSE/YGGA) [Methylobacillus flagellatus KT]637938271 YP_ 545474
0.000 0.000 0.000 0.000
MFLA1366 1
hypothetical protein [Methylobacillus flagellatus KT]637938272 YP_545475
MFLAL367 4.974 3.725 5.481 1261 YIJEJY 19781 22592 22.796 23.698 -0.085
" 1,4-alpha-glucan branching enzyme [Methylobacillus flageliatus KT]637938273 YP_ 545476 """
MFLA1z6s S E4 6.034 5.252 6.695 0754 R Y 309E2 24904 24.315 25.639 0.573
Glucose-1-phosphate adenylyltransterase [Methylobacillus flagellatus KT]637938274 YP_545477
MELAL369 3.591 3.595 4.593 0006 YRJEJY 5262 19.983 21.410 21.866 -1.479
" glycoside hydrolase, family 57 [Methylobacillus flagellatus KT]637938275 YP_ 545478 """
2.96 E-2 7.286 7.248 8.267 ooes Y Y t13E1 25991 26.279 27.142 -0.325
MFLA1370
4-alpha-glucanotransrerase [Methylobacillus flagellatus KT]637938276 YP_ 545479
4.128 3.807 4.976 o106 YR Y t93E1 2317t 22.885 24.035 0.100
MFLA1371
hypothetical protein [Methylobacillus flagellatus KT]637938277 YP_545480
MELALy2 323 E 6.420 5.693 7.102 0736 R Y 2531 24791 24.802 25.797 -0.012
" glycosyl transferase, family 2 [Methylobacillus flagellatus KT]637938278 YP_545481 """
MFLA1373 4.915 4.040 5.543 o Y Y 157E1 23870 23.486 24.691 0.658
putative beta (1-6) glucan synthase [Methylobacillus flagellatus KT]637938279 YP_ 545482
0.000 0.000 0.000 0.000
MFLA1374 L
hypothetical protein [Methylobacillus flagellatus KT]637938280 YP_545483
0.000 0.000 0.000 0.000
MFLA1375 = = . ..
hypothetical protein [Methylobacillus flagelliatus KT]637938281 YP 545484
0.000 0.000 0.000 0.000
MFLA1376 L

GlrA-like protein [Methylobacillus flagellatus KT]637938282 YP_ 545485
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1377 0.521 2.689 2.979 -1.056 YQCAIKDAY 7.77E-2 18.463 22.395 22.486 -2.873 Y K]
" glycosyl transferase, family 2 [Methylobacillus flagellatus KT]637938283 YP_545486 """
0.000 0.000 0.000 0.000
MFLA1378 = = .
hypothetical protein [Methylobacillus flagelliatus KT]637938284 YP 545487
0.000 0.000 0.000 0.000
MFLA1379
4Fe-4S cluster binding [Methylobacillus flagellatus KT]637938285 YP_ 545488
MFLA1380 2.328 2.595 3.468 o751 YR Y t4te1 22360 22.653 23.514 1.014
protein of unknown function UPFOO079 [Methylobacillus flagellatus KT]637938286 YP_545489
MFLAL381 4.357 5.197 5.837 0806 YJEJY 826E2 223888 23.931 24.502 -1.351
N-acetylmuramoy/-L-alanine amidase [Methylobacillus flagellatus KT]637938287 YP_545490
1.4 E-4 6.306 6.881 7.622 0584 GJEJY 138E2 24968 26.261 26.755 -1.327
MFLA1382 : i i
beta-lactamase-like protein [Methylobacillus flagellatus KT]637938288 YP_545491
0 8.190 9.479 9.974 1260 GRIY 2782 28257 29.143 29.767 -0.942
MFLA1383 : . .
hypothetical protein [Methylobacillus flagellatus KT]637938289 YP_545492
MFLA1384 3.283 3.928 4.641 0651 YIJEJY s587E2 21363 22.539 23.068 -1.298
DINA mismatch repair protein Mutl [Methylobacillus flagellatus KT]637938290 YP_ 545493
MFLAL385 2.307 1.322 2.897 0155 YR Y 113E1 22404 19.104 22.544 2.096
RIVA delta(2)-isopenteny pyrophosphate transrferase [Methylobacillus flagellatus KT]637938291 YP_545494
MFLALsss 200 B2 5.464 5.911 6.705 0455 YJEJY 1o1E2 24138 25.069 25.677 -0.943
" aminotransferase, class I and II [Methylobacillus flagellatus KT]637938292 YP 545495 """
3.610 3.739 4.676 0193 YRIEJY 14E1 22660 22.425 23.547 0.191
MFLA1387 o i i :
twitching motility protein [Methylobacillus flagellatus KT]637938293 YP 545496
MFLA1388 0.000 0.000 .- 0.000 0.000
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) [Methylobacillus flagellatus KT]637938294 YP_ 545497
4.601 4.328 5.471 0.264 Y Y 1.88E-1 22.483 22.830 23.667 -0.596
MFLA1389 , o]0
TPR repeat [Methylobacillus flagellatus KT]637938295 YP_ 545498
MFLA1390 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF752 [Methylobacillus flagellatus KT]637938296 YP_ 545499
MFLAL391 2.418 3.787 4.259 1181 YIJEJY 964E2 21085 22.461 22.931 -1.092
" molybdenum ABC transporter, perijp/asmic molybdate-binding protein [Methylobacilus flagellatus KT]637938297 YP_545500 """
MFLA1302 0.000 0.000 | 0.000 0.000
" Molybdate ABC transporter, permease protein [Methylobacillus flagellatus KT]637938298 YP_ 545501 """
1.398 2.410 2.991 o0 YRJEJY t81E1 19914 21.453 21.879 -0.344
MFLA1393 .
ABC transporter related [Methylobacillus flagellatus KT]637938299 YP_545502
0.000 0.000 0.000 0.000
MFLA1394 , ]
Methyltransterase type 12 [Methylobacillus flagellatus KT71637938300 YP_ 545503
4.656 4.964 5.818 0283 YJEJY 102E1 24730 25.088 25.920 -0.313
MFLA1395 . .
putative phage repressor [Methylobacillus flagellatus KT]637938301 YP_545504
0.000 0.000 0.000 0.000
MFLA1396 1
hypothetical protein [Methylobacillus flagellatus KT]637938302 YP_545505
0.521 0.521 Y Y 20.272 20.272
MFLA1397 | | o]
putative phospholjpase [Methylobacillus flageliatus KT]637938303 YP_ 545506
6.66 E-2 5.109 5.543 6.342 -tois YR Y 89E2 23368 24.244 24.872 -1.568
MFLA1398

hypothetical protein [Methylobacillus flagelliatus KT]637938306 YP_ 545507
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLA1399 3.92 E-2 5.306 5.298 6.302 -0.103 YCJAILAY 2.48E-1 24.070 24.139 25.105 -0.119 Y K]
sulfatase [Methylobacillus flagellatus KT]637938307 YP_ 545508
1.59 E-2 3.983 5.700 6.083 0712 YR Y 749E2 21350 24.683 24.819 -2.289
MFLA1400 =
GTP cyclohydrolase I [Methylobacillus flagellatus KT]637938308 YP_ 545509
MFLA1401 4E-2 5.637 5.276 6.468 0377 YK Y 23781 23259 23.336 24.298 -0.012
Chromosome segregation protein SMC [Methylobacillus flagellatus KT]637938309 YP_ 545510
MFLALa02 0% B2 5.944 5.929 6.937 0031 YRJEJY 182E1 25424 25.729 26.584 -0.585
" putative ZjpA related protein, possibly involved in cell division [Methylobacillus flagellatus KT]637938310 YP_545511 """
4.06 E-2 5.532 4.995 6.289 0530 Y Y 70282 24521 23.721 25.176 0.712
MFLA1403 5 iy
" DIVA ligase, NAD-dependent [Methylobacillus flagellatus KT]637938311 YP_ 545512 """
MFLA1404 2.710 1.585 3.255 0035 YK Y 77282 20259 20.107 21.185 -0.895
" 312, 5-bisphosphate nucleotidase [Methylobacillus flagellatus KT]637938312 YP_ 545513 """
4.397 3.584 5.047 o7s6 YK Y t42e1 21518 22.128 22.855 -1.026
MFLA1405 =
TPR repeat [Methylobacillus flagellatus KT]637938313 YP_545514
3.199 3.275 4.237 0225 YR Y 25282 24232 25.316 25.873 -1.095
MFLA1406
Conserved TM helix [Methylobacillus flagellatus KT]637938314 YP_ 545515
MFLA1407 2.813 2.813 Y nn Y 20.577 20.577
cold-shock DNA-binding domain protein [Methylobacilus flagellatus KT]637938315 YP_545516
1.8 E-2 9.340 9.231  10.287 o0 YR Y s557E2  29.290 29.684 30.501 -0.414
MFLA1408 = .
trigger factor [Methylobacillus flagellatus KT]637938316 YP 545517
MFLAl409 4 E16 7.713 6.830 8.338 o826 R Y 13561 26727 26.550 27.641 0.158
" ATP-dependent Clp protease, proteolytic subunit ClpP [Methylobacillus flagellatus KT]637938317 YP_ 545518 """
MFLA1410 6.253 6.868 7.593 0497 YRJEJY 243E2 25606 26.990 27.458 -1.347
" ATP-dependent Clp protease, ATP-binding subunit ClpX [Methylobacillus flagellatus KT]637938318 YP_545519 """
1.01 E-7 9.235 8.902  10.078 0323 Y Y t29E2 28683 28.451 29.572 0.232
MFLA1411
ATP-dependent protease La [Methylobacillus flagellatus KT]637938319 YP_ 545520
MFLAL412 6.366 5.826 7.121 0320 YK Y 2781 27420 27.358 28.389 -1.085
histone-like DNA-binding protein [Methylobacillus flagellatus KT]637938320 YP_ 545521
MELAL413 0 9.162 8.141 9.740 1087 R Y 14381 27.899 27.780 28.841 0.119
PpiC-type peptidyl-proly/ cis-trans isomerase [Methylobacillus flagellatus KT]637938323 YP_545522
0.000 0.000 0.000 0.000
MFLA1414 ..
hypothetical protein [Methylobacillus flagelliatus KT]637938324 YP_ 545523
0.000 0.000 0.000 0.000
MFLA1415 .-
hypothetical protein [Methylobacillus flagellatus KT]637938325 YP_545524
MFLAL416 0.000 0.000 .- 0.000 0.000
Malto-oligosyltrehalose synthase [Methylobacillus flagellatus KT]637938326 YP_ 545525
MFLAL417 0.000 0.000 | ] | 0.000 0.000
Malto-oligosyltrehialose trehalofiydrolase [Methylobacillus flagellatus KT]637938327 YP 545526
MFLA1418 0.000 0.000 .- 0.000 0.000
Trehalose synthase-like protein [Methylobacillus flagellatus KT]637938328 YP_545527
MFLAL419 0.000 0.000 | 0.000 0.000
" alpha amylase, catalytic region [Methylobacillus fiagellatus KT]637938329 YP_ 545528 """
0.000 0.000 0.000 0.000
MFLA1420 .-

hypothetical protein [Methylobacillus flagelliatus KT]637938330 YP_ 545529
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
LB 0.000 0.000 0.000 0.000
phospholjpase D/ Transphosphatiayiase [Methylobacillus flagellatus KT]637938331 YP_545530
MFLAL422 0.000 0.000 || 0.000 0.000 |
FEndonuclease/exonuclease/phosphatase [Methylobacilus flagellatus KT]637938332 YP_ 545531
0.000 0.000 0.000 0.000
MFLAL423 | |
hypothetical protein [Methylobacillus flagellatus KT]637938333 YP_ 545532
0.000 0.000 0.000 0.000
MFLA1424 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637938334 YP_545533
0.000 0.000 0.000 0.000
MFLA1425 , | | | ||
methyltransferase small [Methylobacillus flagellatus KT]637938335 YP_ 545534
MFLA1426 0.000 0.000 | ] | 0.000 0.000 |
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637938336 YP_ 545535
0.000 0.000 0.000 0.000
MFLA1427 - _ | | | |
hypothetical protein [Methylobacillus flagellatus KT]637938337 YP_545536
0.000 0.000 0.000 0.000
MFLA1428 | | | ||
hypothetical protein [Methylobacillus flagelliatus KT]637938338 YP_ 545537
MFLA1429 0.000 0.000 || 0.000 0.000 |
copper resistance protein CopC [Methylobacillus flagellatus KT]637938339 YP_545538
0.000 0.000 0.000 0.000
MFLA1430 - ] .. .
copper resistance D [Methylobacillus flagellatus KT]637938340 YP_ 545539
0.000 0.000 0.000 0.000
MFLAL431 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637938341 YP_ 545540
0.000 0.000 0.000 0.000
MFLA1432 [ | | |
" cytochrome c, class I [Methylobacillus flagellatus KT]637938342 YP_ 545541 """
MFLAL433 0.000 0.000 | 0.000 0.000 |
" cytochrome C oxidase, mono-heme subunit/FixO [Methylobacillus flagellatus KT1637938343 YP_ 545542 """
MFLA1434 0.000 0.000 | ] | 0.000 0.000 |
" cytochrome c oxidase, subunit I [Methylobacillus flagellatus KT]637938344 YP_545543 """
0.000 0.000 0.000 0.000
MFLA1435 - _ [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938345 YP_545544
0.000 0.000 0.000 0.000
MFLA1436 | | | ||
Catalase [Methylobacillus flagellatus KT]637938346 YP_545545
0.000 0.000 0.000 0.000
MFLA1437 . . .. .
/ntegral membrane protein [Methylobacillus flagellatus KT]637938347 YP_ 545546
MFLAL438 0.000 0.000 || 0.000 0.000 |
NAD-dependent epimerase/dehydratase [Methylobacilus fliagellatus KT]637938348 YP_ 545547
0.000 0.000 0.000 0.000
MFLAL439 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637938349 YP_ 545548
0.000 0.000 0.000 0.000
MFLA1440 L _
hypothetical protein [Methylobacillus flagellatus KT]637938350 YP_545549
MFLAL441 0.000 0.000 | 0.000 0.000 |
Alcohol dehydrogenase GroES-like protein [Methylobacillus flagellatus KT]637938351 YP_ 545550
0.000 0.000 0.000 0.000
MFLAL442 | |

fatty acid beta hydroxylase (cytochrome P450) [Methylobacillus flagellatus KT]637938352 YP_ 545551
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA1443
hypothetical protein [Methylobacillus flagellatus KT]637938353 YP_545552
MFLAL444 1.807 1.807 ig o |e 17.018 17.018 i o
protein of unknown function DUF336 [Methylobacillus flageliatus KT]637938354 YP_ 545553
0.000 0.000 0.000 0.000
MFLA1445 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637938355 YP_ 545554
0.000 0.000 0.000 0.000
MFLA1446 .. .
hypothetical protein [Methylobacillus flagellatus KT]637938356 YP_545555
MFLAL447 0.000 0.000 | 0.000 0.000 |
" cytochrome c oxidase, subunit IIT [Methylobacillus flagellatus KT1637938357 YP_ 545556 """
0.000 0.000 0.000 0.000
MFLAL448 | |
Cytochrome-c oxidase [Methylobacillus flagellatus KT]637938358 YP_545557
MFLAL445 0.000 0.000 || 0.000 0.000 |
" cytochrome c oxidase, subunit II [Methylobacillus flagellatus KT]637938359 YP_ 545558 """
0.000 0.000 0.000 0.000
MELA1450 | | | ||
" cytochrome c, class I [Methylobacillus flagellatus KT]637938360 YP_ 545559 """
0.000 0.000 0.000 0.000
MFLA1451 [ | | |
Pyrrolo-quinoline quinone [Methylobacillus flagellatus KT]637938361 YP_ 545560
MFLAL452 0.000 0.000 || 0.000 0.000 |
MscS Mechanosensitive jon channel [Methylobacillus flagellatus KT]637938362 YP 545561
0.000 0.000 0.000 0.000
MFLAL453 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637938363 YP_ 545562
1.06 E-1 5.093 5.018 6.056 0.053 Y Y 1.82E-1 24.326 23.935 25.144 0.085 Y
MFLA1454 m u
hypothetical protein [Methylobacillus flagellatus KT]637938364 YP_545563
1.72 E-4 4.386 5.510 6.055 -1.127 G Y 1.33E-1 24.763 25.123 25.954 -0.423 G
MFLA1455 o]0 O]
hypothetical protein [Methylobacillus flagelliatus KT]637938365 YP_ 545564
0.000 0.000 0.000 0.000
MFLAL456 [ | |
hypothetical protein [Methylobacillus flagelliatus KT]637938366 YP_ 545565
MFLAL457 0.000 0.000 || 0.000 0.000 |
type II and IIT secretion system protein [Methylobacilus flagellatus KT]637938367 YP_545566
0.000 0.000 0.000 0.000
MFLA1458 | | | ||
hypothetical protein [Methylobacillus flagelliatus KT]637938368 YP_ 545567
0.000 0.000 0.000 0.000
MFLA1459 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637938369 YP_545568
0.000 0.000 0.000 0.000
MFLA1460 - ) ; .. .
hypothetical protein [Methylobacillus flagellatus KT]637938370 YP_ 545569
0.000 0.000 0.000 0.000
MFLAL461 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637938371 YP_ 545570
0.000 0.000 0.000 0.000
MFLA1462 [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938372 YP_545571
0.000 0.000 0.000 0.000
MFLA1463 - ) ; .. .
hypothetical protein [Methylobacillus flagellatus KT]637938373 YP_ 545572
1.521 1.000 2.284 0.521 Y Y 20.592 20.191 21.405 0.401 Y
MFLAL464 a0 O

hypothetical protein [Methylobacillus flagellatus KT]637938374 YP_ 545573
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.813 0.813 Y Y 20.420 20.420 Y
MFLA1465 hd B o
hypothetical protein [Methylobacillus flagellatus KT]637938375 YP_545574
4.467 4.543 5.505 -0.167 Y Y 6.47 E-2 24.465 25.137 25.840 -0.826 Y
e , o]0 @]
Peptide deformylase [Methylobacillus flagellatus KT]637938377 YP_ 545575
MFLAL467 4.964 4.641 5.811 036 Y Y 144E1 24855 25.140 26.004 0373 YO
5-methylthioadenosine phosptorylase [Methylobacillus flagellatus KT]637938378 YP_545576
4.357 3.991 5.186 0.251 Y Y 8 E-2 22.264 23.002 23.679 -1.053 Y
MFLA1468 , 0] @]
Squalene/phytoene synthase [Methylobacillus flagellatus KT]637938379 YP_545577
2.795 3.240 4.035 -0.486 Y Y 1.02E-1 21.390 22.619 23.132 -0.880 Y
MFLA1469 , @] @]
Squalene/phytoene synthase [Methylobacillus flagellatus KT]637938380 YP_ 545578
0.521 0.521 Y Y 18.602 18.602 Y
MFLAL470 a0 O
amine oxidase [Methylobacillus flagellatus KT]637938381 YP_ 545579
MFLAL471 0.000 0.000 || 0.000 0.000
membrane protein of unknown function [Methylobacillus flagellatus KT]637938382 YP_545580
MFLALayy L B2EZ 4.926 5.541 6.266 0618 YIJEJY 468E2 23349 24.204 24.839 094 YEKJ
" Glycogen/starch synthases, ADP-glucose type [Methylobacillus flagellatus KT]637938383 YP_545581 """
1.07 E-1 5.976 5.727 6.857 0.246 Y Y 1.65E-1 25.274 25.090 26.185 0.180 Y
MFLA1473 o]0 @]
Exonuclease [Methylobacillus flagellatus KT]637938384 YP_545582
4.277 4.825 5.577 -0.571 Y Y 4.5 E-2 22.678 24.519 24.875 -2.383 Y
MFLA1474 ; ; nn n
Ste24 endopeptidase [Methylobacilus flagellatus KT]637938385 YP_545583
3.582 3.725 4.655 -0.752 Y Y 2.01E-2 22.139 23.287 23.825 -1.272 Y
MFLAL475 a0 O
GTPase EngC [Methylobacillus flagellatus KT]637938386 YP_ 545584
MFLA1476 0.000 0.000 || 0.000 0.000
histone deacetylase superfamily [Methylobacilus flagellatus KT]637938387 YP_545585
MFLAL477 3.039 3.039 g o|e ) 21.812 21.812 O
6-pyruvoy! tetrahydrobiopterin synthase [Methylobacillus flagellatus KT71637938388 YP_545586
MFLA1478 3.691 3.000 4.386 XTI © | © B 21.809 19.706 22.111 2103 Y
" DIVA polymerase 111, epsilon subunit [Methylobacillus flagellatus KT]637938389 YP_545587 """
1.967 1.966 2.966 -0.006 Y Y 1.05E-1 20.331 21.218 21.842 -1.358 Y
o , 0]0] @]
ribonuclease H [Methylobacillus flagellatus KT]637938390 YP_ 545588
3.899 4.027 4.965 -0.050 Y Y 7.62E-2 22.019 22.511 23.286 -0.586 Y
MFLA1480 , @] @]
Methyltransterase type 11 [Methylobacillus flagellatus KT]637938391 YP_ 545589
MFLA1481 3.930 3.551 4.753 o362 YJEJY 649E2 22371 22.753 23.575 -0.365
Hydroxyacylglutathione hydrolase [Methylobacillus flagellatus KT]637938392 YP_545590
MFLAL482 0.000 0.000 || 0.000 0.000
" Lytic transglycosylase, catalytic [Methylobacilus flagellatus KT7637938393 YP_ 545591 """
MFLA1483 5.014 4.581 5.814 043 Y Y 22181 23797 23.871 24.834 -0.110
" extracellular solute-binding protein, family 5 [Methylobacillus fiagellatus KT]637938394 YP 545592 """
MFLA1484 0.521 0.521 ig e |e 19.024 19.024
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637938395 YP_545593
MFLAL485 0.000 0.000 | 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT71637938396 YP_ 545594
6.771 5.802 7.366 oste Y Y 309E2 27226 26.464 27.894 0.779
MFLA1486

hypothetical protein [Methylobacillus flagelliatus KT]637938397 YP_ 545595
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA1487 - - -
putative hydrolase protein [Methylobacillus flagellatus KT]637938398 YP_545596
0.000 0.000 0.000 0.000
MFLAL488 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637938399 YP 545597
MFLA1489 0.000 0.000 | ] | 0.000 0.000
Arsenical pump membrane protein [Methylobacillus flagellatus KT]637938400 YP_ 545598
MFLA1490 0.000 0.000 .- 0.000 0.000
putative signal transauction protein with CBS domains [Methylobacillus flagellatus KT]637938401 YP_545599
MFLALaey S5 E3 5.479 6.049 6.792 0620 GERJJY 274e2 23707 24.552 25.190 -0.882
arsenite-activated ATPase (arsA) [Methylobacillus flagellatus KT]637938402 YP_545600
MFLA1492 1.106 3.102 3.425 097t YR Y 102E1 21623 23.806 24.093 -1.122
Arsenical resistance operon trans-acting repressor ArsD [Methylobacillus flagellatus KT]637938403 YP_545601
MELAL493 2.328 3.546 4.062 0050 YRJEJY 148Ee1 21016 21.643 22.363 0.445
" transcriptional regulator, ArsR family [Methylobacillus flagellatus KT]637938404 YP_545602 """
0.000 0.000 0.000 0.000
MFLA1494 ..
Resolvase-like protein [Methylobacillus flagellatus KT]637938405 YP_545603
1.843 0.931 2.458 0.911 Y nn Y 19.103 18.536 19.848 0.567
MFLA1495
transposase Tn3 [Methylobacillus flagellatus KT]637938406 YP_545604
0.000 0.000 0.000 0.000
MFLA1496 . . , .-
putative hydrolase protein [Methylobacillus flagellatus KT]637938407 YP_545605
MFLA1497 4.601 4.456 5.530 o107 YR Y 113E1 23733 23.994 24.869 -0.308
7atD-related deoxyribonuclease [Methylobacillus flagellatus KT1637938408 YP_ 545606
0.000 0.000 0.000 0.000
MFLA1498 | , | L
type 1V pilus assembly PilZ [Methylobacillus flagellatus KT]637938409 YP_545607
MFLAL496 3.106 2.585 3.869 0.521 Y nn Y 21.901 21.170 22.581 0.731
" DIVA polymerase /11, delta prime subunit [Methylobacillus flageliatus KT]637938410 YP_ 545608 """
3.700 3.638 4.670 oo4s Y Y 2781 21355 21.312 22.334 -0.181
MFLA1500
Thymidylate kinase [Methylobacillus flagellatus KT]637938411 YP_ 545609
4.967 3.778 5.492 1200 YJEJ Y 7362 23642 22.844 24.297 0.770
MFLA1501 . ; .
aminodeoxychorismate lyase [Methylobacillus flagellatus KT]637938412 YP_ 545610
0.000 0.000 0.000 0.000
MFLA1502 ]
" aminotransferase, class IV [Methylobacillus flagellatus KT]637938413 YP_ 545611 """
8.071 7.901 8.989 0175 YJEJ G s549E3 27282 27.822 28.577 -0.541
MFLA1503 .
beta-ketoacy! synthase [Methylobacillus flagellatus KT]637938414 YP_ 545612
6.650 6.070 7.389 0345 Y Y t99e2 26728 28.806 29.113 -2.260
MFLA1504 i i y
acy/ carrier protein [Methylobacillus flagellatus KT]637938415 YP_ 545613
MFLA1S0s A8 El 6.439 6.405 7.422 o030 Y Y 98E2 26666 26.232 27.465 0.397
3-oxoacy/-(acyl-carrier-protein) reductase [Methylobacillus flagellatus KT]637938416 YP 545614
MFLALS0s 105 B2 6.180 6.629 7.422 0460 YJEJY 1232 24979 25.657 26.357 -0.686
malony! CoA-acy/ carrier protein transacylase [Methylobacillus flagellatus KT]637938417 YP_545615
MFLAL507 3E-6 6.115 5.151 6.712 o864 R Y 3182 24427 23.740 25.124 0.706
3-oxoacy/-(acyl-carrier-protein) synthase II7 [Methylobacillus flagellatus KT]637938418 YP_ 545616
2.996 2.966 3.981 0023 YK Y 1581 22231 21.919 23.084 0.230
MFLA1508

fatty acidy/phospholjpid synthesis protein PlsX [Methylobacillus flagellatus KT]637938419 YP_545617
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1509 0 7.207 6.064 7.746 1.208 R ( J Y 557E-2 27.305 25.527 27.674 1.935 R
ribosomal protein L32 [Methylobacillus flagellatus KT]637938420 YP_545618
MELALS10 6.273 4.258 6.592 1247 YRJEJ ¥ 1.59E1 23418 22.732 24.116 0.681
protein of unknown function DUF177 [Methylobacillus flageliatus KT]637938421 YP 545619
MFLA1S1y 25 El 7.230 7.187 8.209 0037 YK Y 212E2 26995 27.755 28.424 -0.802
" acety/l-CoA carboxylase, biotin carboxylase [Methylobacillus flagellatus KT]637938422 YP_ 545620 """
MFLAL512 0 9.043 9.951  10.567 0915 G Y 126E2 28807 29.470 30.176 -0.677
oxaloacetate decarboxylase alpha subunit [Methylobacillus flagellatus KT]637938423 YP_545621
2.106 2.806 3.498 -0.700 Y nn Y 22.641 22.498 23.571 0.143
MFLA1513 - =
mafr protein [Methylobacillus flagellatus KT]637938424 YP_ 545622
1.15 E-2 6.448 6.580 7.515 0140 YRIEJY 148E1 26,018 25.909 26.964 0.122
MFLA1514
hypothetical protein [Methylobacillus flagelliatus KT]637938425 YP_ 545623
MELALS1S 3.656 2.000 4.054 o656 YJEJY t4s8Ee1  21.084 20.481 21.813 -0.479
Uroporphyrin-IIT C/tetrapyrrole (Corrin/Porphyrin) methyltransrerase [Methylobacilus flagellatus KT]637938426 YP_545624
0.000 0.000 0.000 0.000
MFLA1516 ..
Ribonuclease H [Methylobacillus flagellatus KT]637938427 YP_545625
2.843 2.529 3.694 1584 YJEJ Y 63162 20649 22.571 22.909 -0.914
MFLA1517 . . .
ljpid-A-disaccharide synthase [Methylobacillus flagellatus KT]637938428 YP_545626
MELALsis 303 B2 6.631 6.276 7.464 0345 Y Y 326E2 24393 24.828 25.627 -0.430
acyl-(acy/-carrier-protein)--UDP-V- acetylglucosamine O-acyltransrerase [Methylobacillus flagellatus KT]637938429 YP_ 545627
MFLA1519 4.623 4.623 Y nn Y 24.503 24.503
beta-hydroxyacyl-(acyl-carrier-protein) defivdratase Fabz [Methylobacillus flagellatus KT]637938430 YP 545628
MFLALs20 2t EZ 5.101 5.001 6.052 007 YRJEJY 484E2 24359 24.813 25.604 -0.458
UDP-3-0-(3-hydroxymyristoy/) glucosamine NV-acyltransrerase [Methylobacillus flagellatus KT]637938431 YP_545629
MFLALS21 8.219 7.758 9.007 0492 YK Y 309E2 27.454 28.071 28.795 -0.617
outer membrane chaperone Skp (OmpH) [Methylobacillus flagellatus KT7637938432 YP_545630
8.78 E-3 7.470 7.185 8.334 0269 Y Y 182E2 26732 27.068 27.909 -0.335
MFLA1522
surface antigen (D15) [Methylobacillus flagellatus KT]637938433 YP_545631
MELALS23 1.106 2.505 2.969 030 YRJY 83E2 20833 20.656 21.747 1.345
" Peptidase M50, putative membrane-associated zinc metallopeptidase [Methylobacilus flagellatus KT]1637938434 YP_545632 """
MFLAL524 1.000 1.000 g e|e )i 19.948 19.948
1-deoxy-D-xylulose-5-phosphate reductoisomerase [Methylobacillus flagellatus KT]637938435 YP_ 545633
MFLAL525 0.000 0.000 .- 0.000 0.000
phosphatidate cytiaylyltransferase [Methylobacillus flagellatus KT]637938436 YP_545634
MFLAL526 0.000 0.000 .- 0.000 0.000
undecapreny/ dijphosphate synthase [Methylobacillus flagellatus KT]637938437 YP_545635
2.37E-2 6.043 5.633 6.852 o400 Y Y 84E2 26318 26.623 27.478 -0.333
MFLA1527
ribosorme recycling factor [Methylobacillus flagellatus KT]637938438 YP_545636
0 6.353 7.553 8.074 1152 G Y 219e1 26210 26.039 27.127 0.007
MFLA1528
Uriaylate kinase [Methylobacillus flagellatus KT]637938439 YP_545637
MFLAL529 0 10.156 10.904  11.578 0824 GERJJY 1772 28847 29.549 30.240 -0.717
trans/ation elongation factor 7s [Methylobacillus flagellatus KT]637938440 YP_ 545638
1.07 E-1 8.002 8.121 9.063 0118 YR Y 10561 29567 29.835 30.707 -0.290
MFLA1530

ribosomal protein S2 [Methylobacillus flagelliatus KT]637938441 YP_ 545639
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1531 6.46 E-2 5.315 4.915 6.129 0404 YEKAILARY 1.12E-2 23.583 24.556 25.150 -0.965 Y K]
" methionine aminopeptidase, type I [Methylobacillus flagellatus KT]637938442 YP_ 545640 """
MELALS32 5.120 4.360 5.789 o605 YR Y t93E1 22702 22.284 23.508 0085 Y4
" UTP-GInB (protein PII) uriaylyltransterase, GinD [Methylobacillus flagellatus KT]637938443 YP_ 545641 """
MFLALS33 7.979 8.451 9.235 0658 YR Y 5772  27.163 27.855 28.550 0671 YKJ
" protein of unknown function DUF861, cupin_3 [Methylobacillus flagellatus KT]637938444 YP 545642 """
MFLA1534 0.000 0.000 || 0.000 0.000 |
Alkanesulfonate monooxygenase [Methylobacillus flagellatus KT]637938445 YP_ 545643
MFLALS3S 0.000 0.000 | 0.000 0.000 |
Alkanesulfonate monooxygenase [Methylobacillus flagellatus KT]637938446 YP_ 545644
MFLA1536 0.000 0.000 | ] | 0.000 0.000 |
Haloacid dehalogenase-like hydrolase [Methylobacillus flagellatus KT]637938447 YP_545645
0.000 0.000 0.000 0.000
MFLAL537 - . [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938448 YP_545646
0.000 0.000 0.000 0.000
MFLA1538 | | | ||
nitroreductase [Methylobacillus flagellatus KT]637938449 YP_545647
MFLA1539 0.000 0.000 || 0.000 0.000 |
" extracellular solute-binding protein, family 5 [Methylobacillus flageliatus KT]637938450 YP_ 545648 """
0.000 0.000 0.000 0.000
MFLA1540 ) [ | | |
ABC transporter related [Methylobacillus flagellatus KT]637938451 YP_ 545649
MFLA1541 0.000 0.000 | ] | 0.000 0.000 |
binding-protein-dependent transport systems inner membrane component [Methylobacillus fiagellatus KT]637938452 YP_ 545650
MFLA1542 0.000 0.000 || 0.000 0.000 |
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637938453 YP_545651
MFLAL543 4.547 2.254 4.815 24s50 Y Y te4te2 21557 21.098 22.346 o464 Y4
" HAD-superfamily hydrolase subfamily 74, variant 3 [Methylobacillus flagellatus KTJ637938454 YP_ 545652 """
0.000 0.000 0.000 0.000
MFLAL544 [ | |
Juciferase-like protein [Methylobacillus flagellatus KT]637938455 YP_ 545653
1.106 0.000 1.656 1.106 Y Y 20.238 17.459 20.434 2.779 Y
MFLAL545 - . o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637938456 YP_545654
MFLAL546 0.000 0.000 | 0.000 0.000 |
" thermophilic desulfurizing enzyme, 7dsB protein [Methylobacillus flagellatus KT]637938457 YP_ 545655 """
0.521 0.521 Y Y 17.575 17.575 Y
MFLA1547 , o]0 @]
TonB-dependent receptor [Methylobacillus flagellatus KT]637938458 YP_545656
0.000 0.000 0.000 0.000
MFLA1548 ) [ | | |
ABC transporter related [Methylobacillus flagellatus KT]637938459 YP_ 545657
0.000 0.000 0.000 0.000
MFLAL549 ) | |
ABC transporter related [Methylobacillus flagellatus KT]637938460 YP_ 545658
MFLA1550 0.000 0.000 || 0.000 0.000 |
" thermophilic desulfurizing enzyme, TdsB protein [Methylobacillus flageliatus KT]637938461 YP_ 545659 """
0 8.423 6.268 8.715 2.163 R Y 1.1 E-2 27.073 26.207 27.704 0.870 R
MFLAL551 [ |o] ¢ ]
Peroxidase [Methylobacillus flagellatus KT]637938462 YP_ 545660
0.000 0.000 0.000 0.000
MFLAL552 [ | |

protein of unknown function DUF81 [Methylobacillus flagellatus KT]637938464 YP_ 545661
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1553 0.521 0.521 YA Y 18.261 18.261 Y K]
" DIVA polymerase 111, epsilon subunit [Methylobacillus flagellatus KT]637938465 YP_545662 """
0.000 0.000 0.000 0.000
MFLAL5S54 [ | | |
ABC transporter related [Methylobacillus flagellatus KT]637938466 YP_ 545663
1.106 1.106 Y Y 21.855 21.855 Y
MFLALSSS , a0 O
ABC transporter related [Methylobacillus flagellatus KT]637938467 YP_ 545664
MFLA1556 0.000 0.000 || 0.000 0.000 |
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637938468 YP_545665
MFLALSS7 0.000 0.000 | 0.000 0.000 |
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT71637938469 YP_ 545666
MFLA1558 0.000 0.000 | ] | 0.000 0.000 |
Blopolymer transport protein ExbD/ToIR [Methylobacillus flagellatus KT]637938470 YP_ 545667
MFLALS5S 0.000 0.000 || 0.000 0.000 |
MotA/TolQ/ExbB proton channel [Methylobacilus flagellatus KT]637938471 YP_ 545668
0.000 0.000 0.000 0.000
MELAL560 | | | ||
TonB-like protein [Methylobacillus flageliatus KT]637938472 YP 545669
0.000 0.000 0.000 0.000
MFLA1561 ) [ | | |
ABC transporter related [Methylobacillus flagellatus KT]637938473 YP_545670
0.000 0.000 0.000 0.000
MFLA1562 - ) ; .- .
hypothetical protein [Methylobacillus flageliatus KT]637938474 YP_ 545671
MFLAL563 0.000 0.000 i ook 17.301 17.301 ij o]
" sulfonate ABC transporter, perijplasmic sulfonate-binding protein SsuA [Methylobacillus flagellatus KT]637938475 YP 545672 """
MFLA1564 0.000 0.000 || 0.000 0.000 |
" sulfonate ABC transporter, perip/asmic sulfonate-binding protein SsuA [Methylobacillus flagellatus KT]637938476 YP_545673 """
0.000 0.000 0.000 0.000
MFLAL565 , ‘ | | ||
" monooxygenase, putative [Methylobacillus flagellatus KT]637938477 YP_545674 """
MFLAL566 0.000 0.000 | ] | 0.000 0.000 |
class 11 aldolase/adaucin-like protein [Methylobacillus flagellatus KT]637938478 YP_ 545675
MFLALS67 1.106 1.106 ig o |e 18.169 18.169
" sfgma-54 factor, Interaction region [Methylobacillus flagellatus KT7637938479 YP_545676 """
4.312 3.857 5.103 0.453 Y Y 4.08E-2 22.820 21.814 23.403 0.960
MFLA1568 o]0
hypothetical protein [Methylobacillus flagelliatus KT]637938480 YP_ 545677
MFLALS69 1.843 1.710 2.778 1169 YIJEJ Y 2812 21.839 20.887 22.440 1.973
NADPH-dependent FMN reductase [Methylobacillus flagellatus KT]637938481 YP_545678
MFLAL570 1.000 1.000 ig o |e 22.848 22.848
methyl-accepting chemotaxis sensory transaucer [Methylobacilus flagellatus KT7637938482 YP_ 545679
0.000 0.000 0.000 0.000
MFLA1571 . .-
adenylate/guanylate cyclase [Methylobacillus flagellatus KT]637938483 YP_545680
MFLALs72 45 EZ 6.261 6.286 7.273 ooro YRJEJY s544E2 24229 25.028 25.683 -0.742
" DIVA polymerase I11, subunits gamma and tau [Methylobacillus flagellatus KT]637938484 YP_ 545681 """
MFLALSy3 YO EZ 7.154 6.881 8.024 0260 Y Y 459e2 26715 26.042 27.417 0.642
conserved hypothetical protein 103 [Methylobacillus flagellatus KT]637938485 YP_545682
3.718 2.871 4.356 o820 YK Y 28E2 23872 21.471 24.122 2.365
MFLA1574

recombination protein RecR [Methylobacillus flagellatus KT]637938486 YP_545683
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1575 3.802 3.117 4.500 0.147 YQCAKLXY 2.29E-1 21.880 22.124 23.007 -1.127 Y K]
phosphoglycolate phosphatase [Methylobacillus flagellatus KT]637938487 YP_ 545684
MFLA1576 4.683 4.219 5.470 o460 Y Y t51E1 24302 24.114 25.211 0.236
ubiquinone biosynthesis O-methyltransrterase [Methylobacillus flagellatus KT]637938488 YP_ 545685
4.397 1.322 4.559 2028 YK Y 183E1 2209 20.502 22.511 0.343
MFLA1577
amidohydrolase [Methylobacillus flagellatus KT]637938489 YP_ 545686
11.873 11.956  12.915 0093 YRJEJY s826E2 300921 31.201 32.068 -0.301
MFLA1578
OmpA/MotB [Methylobacillus flagellatus KT]637938490 YP_545687
MFLAL579 0.521 2.710 2.996 1153 YR Y t17E1 19309 21.380 21.688 -0.977
protein of unknown function DUF556 [Methylobacillus flageliatus KT]637938491 YP_ 545688
2.600 2.600 Y Y 20.720 20.720
MFLA1580 o]
hypothetical protein [Methylobacillus flagelliatus KT]637938492 YP_ 545689
MELALSS1 4.312 2.871 4.765 140 YIJEJ Y 68562 22077 21.618 22.866 0.455
" difiydropteroate synthase, DHPS [Methylobacillus flagellatus KT]637938493 YP_545690 """
4.324 4.627 5.484 0317 YIJEJY 42962 23318 24.137 24.785 -0.780
MFLA1582
flavoprotein [Methylobacillus flagellatus KT]637938494 YP_ 545691
7.867 8.096 8.986 032 YR Y 111e2 2705 27.878 28.525 -0.835
MFLA1583 : .
Adenylosuccinate synthase [Methylobacillus flagellatus KT]637938495 YP_ 545692
MFLALsss 1703 6.112 6.656 7.410 0563 GRJEJY 44E2 24657 25.057 25.870 -0.417
"IRINA synthetase, class II (G, H, P and S) [Methylobacillus flagellatus KT]637938496 YP_ 545693 """
0.000 0.000 0.000 0.000
MFLA158S L
hypothetical protein [Methylobacillus flagellatus KT]637938497 YP_ 545694
1.06 E-3 6.956 7.409 8.200 0457 YRJEJY 954E2  27.345 27.588 28.472 -0.239
MFLA1586
HAC protein [Methylobacillus flagellatus KT]637938498 YP_545695
1.1E-2 7.294 7.606 8.458 0317 YR Y 2122 27460 27.905 28.699 -0.456
MFLA1587 ; .
HIIK protein [Methylobacillus flagellatus KT]637938499 YP_ 545696
MFLAL588 3.120 0.585 3.350 1535 Y Y 228E1 20919 20.181 21.596 -0.717
Small GTP-binding protein domain [Methylobacillus flagellatus KT]637938500 YP_545697
7.194 6.790 8.006 o480 Y Y 258E1  26.897 26.956 27.927 -0.039
MFLA1589 .
Host factor Hrg [Methylobacillus flagellatus KT]637938501 YP_545698
6.693 7.108 7.915 0483 YO Y t12e1 25736 26.197 26.985 -0.626
MFLA1590
glutamy/-tRIVA synthetase [Methylobacillus flagellatus KT]637938502 YP_ 545699
MFLA1501 5.610 1.825 5.711 393 YJEJY 149e2 24634 20.149 24.697 4.473
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637938503 YP_545700 """
MELAL592 6.328 6.212 7.272 0205 YR Y 459e2 25469 25.186 26.335 0.293
Hydrophobe/amphiphile efflux-1 HAEL [Methylobacilus flagellatus KT7637938504 YP_ 545701
1.55 E-5 6.386 5.541 7.025 o846 R Y 3822 25806 26.083 26.951 -0.272
MFLA1593 : i :
secretion protein HIyD [Methylobacillus flagellatus KT]637938505 YP_ 545702
MFLA1594 0.521 0.521 Y m Y 18.754 18.754
" transcriptional regulator, TetR family [Methylobacillus flageliatus KT]637938506 YP_ 545703 """
0.000 0.000 0.000 0.000
MFLA1595 = = . ..
hypothetical protein [Methylobacillus flagellatus KT]637938507 YP_ 545704
4.562 4.562 Y Y 22.894 22.894
MFLA1596 @]0

hypothetical protein [Methylobacillus flagelliatus KT]637938508 YP_ 545705
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA1597
zinc/iron permease [Methylobacillus flagellatus KT]637938509 YP_545706
MFLAL598 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT7637938510 YP_ 545707
MFLAL599 0.000 0.000 i ook 20.894 20.894
" JonB-dependent receptor, plug [Methylobacillus flagellatus KT]637938511 YP_ 545708 """
5.280 5.280 Y Y 24.148 24.148
MFLA1600 o]0
hypothetical protein [Methylobacillus flagellatus KT]637938512 YP_545709
MFLAL601 0.000 0.000 | 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT7637938513 YP_ 545710
MFLA1602 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637938514 YP_ 545711
MELAL603 3.761 3.483 4.628 o236 Y Y t75e2 23179 22.449 23.860 0.724
" TonB-dependent receptor, plug [Methylobacillus flagellatus KT]637938515 YP_545712 """
0 8.351 9.569  10.085 -1216 GEJEJG 41E3 27511 29.302 29.668 -1.810
MFLA1604
Haemin-degrading [Methylobacillus flagellatus KT]637938516 YP_ 545713
5.947 6.335 7.154 0358 YJEJY 763E2 24846 26.628 26.996 -1.459
MFLA1605 . o 5 :
periplasmic binding protein [Methylobacillus flagellatus KT]637938517 YP_545714
MFLAL606 0.000 0.000 .- 0.000 0.000
transport system permease protein [Methylobacilus flagellatus KT]637938518 YP_ 545715
2.418 3.162 3.837 083 YJEJY 736E2 20463 21.312 21.949 -0.881
MFLA1607 .
ABC transporter related [Methylobacillus flagellatus KT]637938519 YP_ 545716
0.000 0.000 0.000 0.000
MFLA1608 |1
hypothetical protein [Methylobacillus flagellatus KT]637938520 YP_545717
0.000 0.000 0.000 0.000
MFLA1609 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637938521 YP 545718
0.000 0.000 0.000 0.000
MFLA1610 i iy .-
" Cupin 2, conserved barrel [Methylobacillus flagellatus KT]637938522 YP_545719 """
MELAL611 3.804 3.750 4.777 0027 YK Y 17e1 22629 22.779 23.706 -0.187
protein of unknown function DUF152 [Methylobacillus flageliatus KT]637938523 YP_ 545720
MFLAL612 2.328 2.649 3.497 0994 Y Y 15561 22353 22.882 23.641 0.626
" Pseudouridine synthase, RIuD [Methylobacillus flagellatus KT]637938524 YP_ 545721 """
MFLAL613 5.050 4.202 5.687 0813 YIJEJY 533E2 23.488 23.919 24.720 -0.415
putative competence /jpoprotein precursor [Methylobacillus flagellatus KT]637938525 YP_545722
MELAL614 6.825 6.483 7.664 o305 YR Y 2771 25956 25.965 26.961 -0.096
Small GTP-binding protein domain [Methylobacillus flagellatus KT]637938526 YP_ 545723
1.43E-3 6.215 6.738 7.500 0517 G Y 242E1  26.203 26.248 27.225 -0.032
MFLA1615 o . i
Pyrrolo-quinoline quinone [Methylobacillus flagellatus KT]637938527 YP_ 545724
0 7.311 4.771 7.540 2570 R Y 12661 24573 24.008 25.318 0.395
MFLA1616
hypothetical protein [Methylobacillus flagellatus KT]637938528 YP_545725
4.591 5.104 5.870 0420 YO Y 8222 23831 24.240 25.050 -0.395
MFLA1617 =
ABC transporter related [Methylobacillus flagellatus KT71637938529 YP_ 545726
3.398 4.219 4.866 0203 Y Y 106E1  21.923 23.683 24.056 -0.722
MFLA1618

ABC transporter related [Methylobacillus flageliatus KT]637938530 YP_ 545727
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLA1§19 0 7.914 6.881 8.488 1.029 R (3 Y 1.25E-2 26.322 26.991 27.695 -0.683 Y K]
histiayl-tRIVA synthetase [Methylobacillus flagellatus KT]637938531 YP_545728
MFLALe20 S B2 6.221 6.074 7.150 0139 Y Y 183E1 25338 25.503 26.423 -0.229
1-hydroxy-2-methyl-2-(E)-buteny! 4-djphosphate synthase [Methylobacillus flagellatus KT]637938532 YP 545729
4.638 4.344 5.499 o107 YR Y 1290E1  247% 25.326 26.083 -0.914
MFLA1621
hypothetical protein [Methylobacillus flagellatus KT]637938533 YP_ 545730
1.39 E-1 5.661 5.456 6.562 0206 YRJEJY 239E1 24254 24.331 25.293 -0.105
MFLA1622
Tetratricopeptide TPR_2 [Methylobacillus flagellatus KT]637938534 YP_545731
2.435 2.435 Y Y 21.762 21.762
MFLA1623 i | ) nn
hypothetical protein [Methylobacillus flagelliatus KT]637938535 YP_ 545732
MFLAL62a 07 E11 8.832 9.259  10.061 0435 Y Y 479E2 28518 29.222 29.912 -0.811
Nucleoside-djphosphate kinase [Methylobacillus flagellatus KT]637938536 YP_ 545733
MELAL625 4.025 4.919 5.540 0960 YRJEJY 126E1  23.920 24.268 25.105 -0.421
" RVA methyltransferase TrmkH, group 3 [Methylobacillus flagellatus KT]637938537 YP_545734 """
7.082 7.470 8.289 -0.465 Y Y 4.65E-2 25.882 26.343 27.131 -0.498
MFLA1626 o]0
Ribonuclease R [Methylobacillus flagellatus KT]637938538 YP_545735
0.000 0.000 0.000 0.000
MFLA1627 .-
hypothetical protein [Methylobacillus flagellatus KT]637938540 YP_545736
0.521 1.807 2.303 -1.287 Y nn Y 20.854 22.674 23.034 -1.821
MFLA1628 = = .
hypothetical protein [Methylobacillus flagelliatus KT]637938542 YP 545737
0.000 0.000 0.000 0.000
MFLA1629 L
hypothetical protein [Methylobacillus flagellatus KT]637938543 YP_ 545738
MFLA1630 0.000 0.000 .- 0.000 0.000
outer membrane efflux protein [Methylobacillus flagellatus KT]637938544 YP_ 545739
0.000 0.000 0.000 0.000
MFLA1631 - | |1
hypothetical protein [Methylobacillus flagelliatus KT]637938545 YP 545740
0.000 0.000 0.000 0.000
MFLA1632 o . . . .-
acrifiavin resistance protein [Methylobacillus flagellatus KT]637938546 YP_545741
0.000 0.000 0.000 0.000
MFLA1633 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637938547 YP_545742
MFLAL634 0.000 0.000 | 0.000 0.000
small multidrug resistance protein [Methylobacillus flagellatus KT]637938548 YP_ 545743
MFLAlGas T 1LE 5.951 5.075 6.578 0900 RER 9923 25981 24.619 26.455 1.359
membrane protein-/ike protein [Methylobacillus flagellatus KT]637938549 YP_ 545744
5.064 3.820 5.572 1173 YRJJ Y 3.96E2  23.700 24.074 24.899 -0.381
MFLA1636 = = .
hypothetical protein [Methylobacillus flagellatus KT]637938550 YP 545745
2.746 4.012 4.513 -1550 YRJEJG 835E3 22127 23.387 23.891 -1.269
MFLA1637
hypothetical protein [Methylobacillus flagellatus KT]637938551 YP_ 545746
MFLAlgas 28 E T 5.530 5.303 6.421 0224 Y Y 24261 24265 24.081 25.176 -0.505
type I secretion system protein [Methylobacilus flagellatus KT]637938552 YP_545747
MFLALGas 2 /1E3 4.799 5.628 6.273 0820 GEJEJY te6E2 24202 25.300 25.853 -1.110
type I secretion system protein [Methylobacillus flagellatus KT]1637938553 YP_ 545748
1.58 E-2 6.807 6.515 7.668 o268 Y Y 3742 25378 26.022 26.735 -0.670
MFLA1640

type II secretion system protein £ [Methylobacillus flagellatus KT]637938554 YP_545749
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1641 2.05 E-5 7.879 8.292 9.100 -0.408 YXJAILDAY 6.47E-2 27.776 28.321 29.074 -0.576 Y K]
pilus assembly protein Cpak [Methylobacillus flagellatus KT]637938555 YP_545750
MELAL642 0 9.673 8.660  10.253 o987 RIIY 21e2 28939 28.399 29.694 0.534
type II and IIT secretion system protein [Methylobacilus flagellatus KT]637938556 YP_ 545751
6.038 6.505 7.290 0667 YJEJY 287E2 25991 26.672 27.371 -0.715
MFLA1643 . :
Fip pilus assembly CpaB [Methylobacillus flagellatus KT]637938557 YP_ 545752
1.398 2.170 2.835 -0.772 Y m Y 21.768 22.407 23.122 -0.639
MFLA1644
TadF-like protein [Methylobacillus flagellatus KT]637938558 YP_545753
MFLAL645 0.000 0.000 | 0.000 0.000
" peptidase A24A, prepilin type 1V [Methylobacillus flagellatus KT1637938559 YP 545754 """
MFLA1646 4.347 5.036 5.732 0749 YK Y 20281 23342 23.190 24.268 0.227
transcriptional coactivatory/pterin defiydratase [Methylobacillus flagellatus KT]637938560 YP_545755
MELAL647 6.575 5.737 7.216 oss0 YR Y t14E1 24713 25.021 25.875 -0.267
aspartate/glutamate/uridylate kinase [Methylobacillus flagellatus KT]637938561 YP_ 545756
MFLA1648 4.933 4.924 5.928 oote Y Y 227e1 23457 23.640 24.552 -0.262
" para-aminobenzoate synthase, component I [Methylobacillus flagelliatus KT]637938562 YP_ 545757 """
4.49 E-2 5.110 5.447 6.288 0399 YOJEJG 458E3 23353 24.151 24.806 -0.800
MFLA1649 . . .
" S-layer protein, putative [Methylobacillus flagellatus KT]637938563 YP_ 545758 """
MFLAL650 1.346 1.346 Y nn Y 18.789 18.789
protein of unknown function DUF201 [Methylobacillus flageliatus KT]637938564 YP_ 545759
2.095 2.095 Y Y 21.131 21.131
MFLAL6S1 o]0
histidine biosynthesis [Methylobacillus flagellatus KT]637938565 YP_ 545760
MFLAL652 0 9.866 10.260  11.077 0380 YRJEJY s858e2 30470 31.102 31.820 -0.559
formaldehyde-activating enzyme [Methylobacillus flagellatus KT]637938566 YP_545761
7.931 8.271 9.111 0302 YIJEJY 228E2 28559 29.413 30.049 -0.882
MFLA1653 = =
sugar isomerase (SIS) [Methylobacillus flagellatus KT]637938567 YP_ 545762
MFLAL654 0 11.036 11.572  12.329 0548 G Y 962E2 32621 32.881 33.757 -0.251
Orotidine 5"-phosphate decarboxylase [Methylobacillus flagellatus KT]637938568 YP_545763
10.396 10.951  11.700 0642 YIJEJG 458E3  31.060 32.157 32.710 -1.105
MFLA1655 =
transaldolase [Methylobacillus flagellatus KT]637938569 YP_545764
MFLAL656 2.095 2.095 Y nn Y 21.262 21.262
triphosphoribosy/-dephospho-CoA protein [Methylobacillus flagellatus KT]637938570 YP_ 545765
MFLAL657 2.601 1.915 3.354 1856 YJEJY 177e1  19.253 21.026 21.396 -0.433
S6 modjfication enzyme RimK [Methylobacillus flagellatus KT]637938571 YP_545766
MELAL6SS 0 8.501 9.398  10.018 0888 GJEJY s548E2 28507 29.418 30.033 -1.126
Methenyltetrahydromethanopterin cyclohydrolase [Methylobacilus fliagellatus KT]637938572 YP_ 545767
MFLAL659 4.323 3.778 5.076 017t YR Y 141E1  23.09 22.549 23.848 0.320
protein of unknown function DUF201 [Methylobacillus flagelliatus KT]637938573 YP_545768
MFLALeg0 03213 9.512 9.872  10.703 0352 YR Y 294e2 29078 29.719 30.434 -0.627
" methylene tetrahydromethanopterin defiydrogenase/methylenctetrahydrofolate dehydrogenase, putative [Methylobacillus flagellatus KT]637938574 YP_545769 """
0 6.150 7.503 7.980 -1.353 G Y 2.29E-2 24.147 25.131 25.721 -1.077 G
MFLA1661 . ‘ o]0 O]
GHMP kinase group 1 [Methylobacillus flagellatus KT71637938575 YP_545770
7.380 7.550 8.467 -0.140 Y G 8.64 E-3 25.900 27.356 27.805 -1.493 G
MFLA1662 @]0] @

formylmethanofuran dehydrogenase [Methylobacillus flagellatus KT]637938576 YP_545771
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1663 2.48 E-4 8.715 8.461 9.594 0.265 Y ] G 6.36 E-3 28.144 28.841 29.534 -0.697 Y K]
Amidohydrolase 3 [Methylobacillus flagellatus KT]637938577 YP_545772
MELALGes 1Y EZ 7.499 7.349 8.426 o163 Y Y o.14E2  27.446 27.662 28.558 -0.221
Formy/lmethanofuran--tetrahydromethanopterin N-formyltransrerase [Methylobacillus flagellatus KT]637938578 YP_ 545773
MFLAL665 0 9.169 8.546 9.891 0.624 R Y 8.8 E-2 27.475 27.659 28.570 -0.191
Formy/lmethanofuran dehydrogenase [Methylobacillus flagellatus KT]637938579 YP_545774
6.587 6.166 7.392 0217 YRJEJY t16E1  26.686 26.959 27.829 -0.282
MFLA1666
OmpA/MotB [Methylobacillus flagellatus KT]637938580 YP_545775
MFLAL667 1.521 1.184 2.362 137 YR Y 1871  19.992 21.583 21.997 -0.311
protein of unknown function UPFOO29 [Methylobacillus flagellatus KT]637938581 YP_ 545776
MFLALGes 002 6.075 5.704 6.901 0365 YR Y 2E-1  25.195 25.104 26.150 0.094
" protein of unknown function DUF853, NPT hydrolase putative [Methylobacillus flagellatus KT]637938582 YP_545777 """
MELALG6S 4.956 4.545 5.765 042 Y Y 23261 23848 24.018 24.935 -0.270
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637938583 YP_545778 """
MFLAL670 0.000 0.000 | 0.000 0.000
protein of unknown function DUFE1 [Methylobacillus flagellatus KT]637938584 YP_545779
MFLALe7y D25 S 6.543 7.145 7.875 0606 GJEJY 82262 26313 26.836 27.598 -0.566
nitrite and suiphite reductase 4Fe-4S region [Methylobacillus flagellatus KT]637938585 YP_545780
MELAL72 072 B2 5.916 6.189 7.059 0275 YR Y 923E2 25304 25.727 26.531 -0.502
Uncharacterised conserved protein UCPO30820 [Methylobacillus flagellatus KT]637938586 YP_545781
MFLA1673 10 E-2 6.663 6.787 7.726 0137 YR Y 2782 25754 26.607 27.243 -0.829
" Sulfate adenylyltransterase, small subunit [Methylobacillus flagellatus KT]637938587 YP_545782 """
MFLALG7a 020 E1O 7.151 7.858 8.547 0706 G Y 318e2 26634 27.251 27.975 -0.658
" Sulfate adenylyltransrerase, large subunit [Methylobacillus flagellatus KT]637938588 YP_545783 """
MFLAL6ys S E 6.052 4.143 6.393 1745 R Y 26261 25256 25.315 26.286 -0.318
" 4Fe-4S ferredoxin, fron-sulfur binding [Methylobacillus fiagellatus KT]637938589 YP_545784 """
MFLAL676 5.836 6.304 7.089 0379 YR Y 202E1 25266 25.429 26.350 -0.187
Short-chain alcohol dehydrogenase [Methylobacillus flagellatus KT]637938590 YP_545785
MFLAL677 0.000 0.000 .- 0.000 0.000
Drug resistance transporter Ber/ChA subfamily [Methylobacillus flagellatus KT]637938591 YP_ 545786
wFLALers D20 5.508 4.497 6.089 0958 R Y t83E1 24882 24.564 25.732 0.243
Cyclopropane-fatty-acyl-phospholjpid synthase [Methylobacillus flagellatus KT]637938592 YP_545787
MFLALGre 4 EZ 5.789 6.112 6.960 0316 YRJEJY 112e2 24786 26.114 26.598 -1.405
phosphoadenosine phosphosulfate reductase [Methylobacillus flagellatus KT]637938593 YP_ 545788
MELAL680 4.424 4.450 5.437 ooos YR Y 3222 22617 23.380 24.049 -0.783
Coenzyme PQQ biosynthesis protein £ [Methylobacillus flagellatus KT]637938594 YP_ 545789
1.843 3.441 3.852 0577 YK Y 826E2 21655 23.367 23.751 -0.698
MFLA1681 . .
coenzyme PQQ synthesis D [Methylobacillus flagellatus KT]637938595 YP_545790
MFLALGg2 73 E 1S 6.033 7.086 7.653 1220 G Y 120e2 23162 25.114 25.446 -2.391
Coenzyme PQQ biosynthesis protein C [Methylobacillus flagellatus KT]637938596 YP_545791
MELALGSS 4.240 4.957 5.643 0836 YEJEJY 426E2 23480 24.787 25.276 -1.608
Coenzyme PQQ biosynthesis protein B [Methylobacillus flageliatus KT]637938597 YP 545792
1.03 E-2 6.183 6.315 7.250 0203 YIEJY 962E2 25204 25.633 26.434 -0.514
MFLA1684

histidinol-phosphate aminotransterase [Methylobacillus flagellatus KT]637938598 YP_545793
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1685 3.482 4.407 5.018 -0.761 YA DAY 1.24E-2 22.831 23.877 24.447 -1.056 Y K]
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637938599 YP_ 545794
3.7E-3 5.697 6.222 6.983 052 GERIY 31E2 24437 24.799 25.629 -0.355
MFLA1686 . ,
chorismate mutase [Methylobacillus flagellatus KT]637938600 YP_ 545795
MFLALesy O E3 4.918 5.632 6.319 0723 GJEJG 738E3 24219 25.420 25.941 -1.223
phosphoserine aminotransferase [Methylobacillus flagellatus KT]637938601 YP_ 545796
3.82 E-2 7.481 7.704 8.597 0226 YRJEJY t11e2 26779 27.469 28.165 -0.686
MFLA1688 § .
" DIVA gyrase, A subunit [Methylobacillus flagellatus KT]637938602 YP_545797 """
MELALGES 8.046 8.069 9.057 0156 YR Y 13361 29247 29.016 30.136 0.193
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637938603 YP_545798
1.19 E-2 7.202 7.424 8.317 0246 Y Y 103E2 27471 28.123 28.833 -0.659
MFLA1690
hypothetical protein [Methylobacillus flagelliatus KT]637938604 YP_ 545799
MELALeer 03 B2 6.387 6.520 7.455 0100 YR Y 2742 25420 26.278 26.912 -0.911
O-succinylhomoserine sulfhydrylase [Methylobacillus flagellatus KT]637938605 YP_ 545800
MFLALGoy o813 6.550 7.515 8.112 0992 GJEJG sote3 25953 27.120 27.651 -1.164
amidophosphoribosyltransferase [Methylobacillus flagellatus KT]637938606 YP_545801
0.000 0.000 0.000 0.000
MFLA1693 .00 | ]
Colicin V production protein [Methylobacillus flagellatus KT]637938607 YP_545802
2.328 2.170 3.251 0.158 Y nn Y 19.835 20.589 21.260 -0.754
MFLA1694 = -
Sporulation related [Methylobacillus flagellatus KT]637938608 YP_545803
3.763 3.705 4.734 0060 YRIEY 2381 22756 22.571 23.667 0.073
MFLA1695 : : : :
FO/C bifunctional protein [Methylobacillus flagellatus KT]637938609 YP_ 545804
MFLALGes 07 B2 5.593 5.347 6.475 0355 YRJEJY 944E2 25245 24.604 25.960 0.798
" acety/-CoA carboxylase, carboxy! transrerase, beta subunit [Methylobacillus flagellatus KT]637938610 YP_545805 """
MELALGS7 6.385 6.626 7.510 0258 YIJEJY e85E2 25887 26.162 27.031 -0.269
" tryptophan synthase, aljpha subunit [Methylobacillus flagellatus KT]637938611 YP_ 545806 """
MFLA1698 6.475 6.776 7.633 0192 YR Y 12961 2619 26.424 27.315 -0.237
" tryptophan synthase, beta subunit [Methylobacillus flagellatus KT]637938612 YP_ 545807 """
MFLAL69S 0.000 0.000 .- 0.000 0.000
Phosphoribosylanthranilate isomerase [Methylobacillus flagellatus KT]637938613 YP_545808
MFLAL700 3.259 2.966 4.120 o286 Y Y 7052 21153 21.986 22.629 -0.759
RIVA pseudouridine synthase A [Methylobacillus flagellatus KT]637938614 YP_ 545809
8.26 E-12 7.658 8.238 8.977 0630 GEJEJG 41e3 27.148 27.702 28.452 -0.555
MFLA1701
hypothetical protein [Methylobacillus flagellatus KT]637938615 YP_545810
MFLAL702 12 B2 7.021 6.843 7.935 o158 YJEJY to0sE2 25957 26.399 27.195 -0.446
aspartate-semialdehyde dehydrogenase [Methylobacillus flagellatus KT]637938616 YP_ 545811
MFLA1703 L S4E2 7.645 7.503 8.576 o120 YR Y 22281 26747 26.670 27.709 0.079
3-/sopropylmalate defiydrogenase [Methylobacillus flagellatus KT]637938617 YP_ 545812
MFLAL70a 28 6.813 7.558 8.233 0745 I Y 2E-1  26.441 26.555 27.499 -0.117
" 3-/sopropylmalate dehydratase, small subunit [Methylobacillus flagellatus KT]637938618 YP_545813 """
MFLAL70s 282 E© 7.112 6.444 7.817 o658 R Y 2012 26978 26.297 27.677 0.681
" 3-/sopropylmalate dehydratase, large subunit [Methylobacillus flageliatus KT]637938619 YP 545814 """
7.234 6.521 7.921 0630 YRJEJY 39282 25563 25.143 26.368 0.415
MFLA1706

protein of unknown function DUF520 [Methylobacillus flagellatus KT]637938620 YP_ 545815
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1707 3.14 E-2 4.135 5.672 6.099 -0.514 YQCAILDAY 4.79E-2 22.388 24.440 24.752 -1.049 Y K]
protein of unknown function DUF1255 [Methylobacillus flagellatus KT]637938621 YP_ 545816
8.11 E-7 8.162 7.656 8.931 0499 Y Y 204E1 26720 26.920 27.823 -0.385
MFLA1708 — - =
Argininosuccinate synthase [Methylobacillus flagellatus KT]637938622 YP_ 545817
MFLA1709 7.100 6.046 7.667 0778 YR Y 224E1 25831 25.611 26.725 -0.137
ornithine carbamoyiltransferase [Methylobacillus flagellatus KT]637938623 YP_ 545818
MFLA1710 1.8 E-2 6.733 6.721 7.727 0043 YR Y 1331 2573t 25.865 26.800 -0.150
acetylornithine and succinylornithine aminotransrerases [Methylobacilus flagellatus KT]637938624 YP_545819
1.674 2.739 3.303 107t YR Y 459E2 21184 21.771 22.507 -0.646
MFLA1711
Rieske (2Fe-2S) region [Methylobacillus flagellatus KT]637938625 YP_ 545820
MFLAL712 0.000 0.000 | ] | 0.000 0.000
" protein of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637938626 YP_ 545821 """
0.000 0.000 0.000 0.000
MFLA1713 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637938627 YP_545822
MFLAL714 4.497 3.659 5.138 085 Y Y t44e1 223810 23.221 24.030 -0.578
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637938628 YP_ 545823 """
MFLAL715 3.844 2.184 4.241 1664 YOJOJ Y 184e1 22438 21.954 23.216 0.066
multi-sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637938629 YP_545824
0.000 0.000 0.000 0.000
MFLA1716 = = . .-
hypothetical protein [Methylobacillus flagellatus KT]637938630 YP 545825
2.892 2.649 3.776 o418 Y Y 2581 23140 23.045 24.093 0.380
MFLA1717
Pyrrolo-quinoline quinone [Methylobacillus flagellatus KT]637938631 YP_ 545826
MFLA1718 0.000 0.000 || 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637938632 YP_545827
0.000 0.000 0.000 0.000
MFLA1719 . ..
Se/l [Methylobacillus flagellatus KT]637938633 YP_ 545828
0.000 0.000 0.000 0.000
MFLA1720 .-
hypothetical protein [Methylobacillus flagelliatus KT]637938634 YP_ 545829
0.000 0.000 0.000 0.000
MFLA1721 i § .-
Na+/Pl-cotransporter [Methylobacillus flagellatus KT]637938635 YP_ 545830
2.461 3.551 4.107 -1t YR Y 249E2 21258 22.157 22.776 -0.917
MFLA1722
methyltransferase small [Methylobacillus flagellatus KT]637938636 YP_ 545831
3.66 E-2 6.511 6.379 7.446 o151 YRJEJY 143E1 25550 25.455 26.504 0.087
MFLA1723 -
L-sorbosone dehydrogenase [Methylobacillus flagellatus KT]637938637 YP_545832
0.000 0.000 0.000 0.000
MFLA1724 = = . .-
hypothetical protein [Methylobacillus flagellatus KT]637938638 YP_ 545833
MFLAL725 2.106 2.106 Y nn Y 21.572 21.572 Y n
metal dependent phosphohydrolase [Methylobacillus flagellatus KT]637938639 YP_545834
MFLA1726 4.705 2.941 5.078 1786 YJEJ Y 4872  22.050 20.428 22.456 1500 Y3
Glutamate-ammonia-ligase adenylyltransferase [Methylobacillus flagellatus KT]637938640 YP_ 545835
4.8 E-2 6.904 6.939 7.922 -0.048 Y Y 1.17E-1 26.257 26.540 27.405 -0.320 Y
MFLAL727 . . o]0 @]
Acetate--CoA ligase [Methylobacillus flageliatus KT]637938641 YP_ 545836
3.710 4.288 5.028 -0.667 Y Y 1.39E-1 24.585 25.053 25.837 -0.816 Y
MFLA1728 a0 O

protein of unknown function DUF442 [Methylobacillus flagelliatus KT]637938642 YP_ 545837
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1729 0.813 1.769 2.369 0055 YQXAKARY 9.73E-2 19.536 20.222 20.919 0.323 Y K]
" HAD-superfamily hydrolase subfamily 14, variant 3 [Methylobacillus flagellatus KT]637938643 YP_545838 """
0.000 0.000 0.000 0.000
MFLA1730 — -
transcriptional regulator [Methylobacillus flagellatus KT]637938644 YP_ 545839
MFLA1731 0.000 0.000 | ] | 0.000 0.000
Antibiotic biosynthesis monooxygenase [Methylobacillus fiagellatus KT]637938645 YP_ 545840
MFLA1732 0.000 0.000 .- 0.000 0.000
" Alcohol dehydrogenase, zinc-binding [Methylobacilus flagellatus KT]/637938646 YP_545841 """
3.283 3.321 4.302 o036 YJEJY te6E2 20401 22.057 22.477 -1.760
MFLA1733 : | iy
beta-lactamase-like protein [Methylobacillus flagellatus KT]637938647 YP_545842
MFLA1734 4.938 4.036 5.556 0877 YK Y 163E1 23299 23.042 24.176 0.195
" transcriptional regulator, Crp/Fnr family [Methylobacillus flagellatus KT]637938648 YP_545843 """
2.543 1.966 3.283 032 YR Y 419e2 21163 21.928 22.596 -0.868
MFLA1735 : . .
hypothetical protein [Methylobacillus flagellatus KT]637938649 YP_545844
MFLAL736 0.000 0.000 | 0.000 0.000
response regulator receiver domain protein (Chey-like) [Methylobacillus flagellatus KT]637938650 YP_545845
MFLAL73y 215 EZ 5.172 5.757 6.494 0587 YRJEJY 256E2 23520 24.632 25.181 -1.281
peptide chain release factor 3 [Methylobacillus flagellatus KT]637938651 YP_545846
0.585 0.585 Y Y 20.129 20.129
MFLA1738 i | § nn
hypothetical protein [Methylobacillus flagelliatus KT]637938652 YP 545847
MFLA1739 3.736 2.649 4.292 1397 Y Y 159E1  21.004 21.507 22.278 -0.697
" glycosyl transferase, group 1 [Methylobacillus flageliatus KT]637938653 YP_545848 """
0.000 0.000 0.000 0.000
MFLA1740 |1
hypothetical protein [Methylobacillus flagellatus KT]637938654 YP_545849
0.000 0.000 0.000 0.000
MFLA1741 = = . ..
hypothetical protein [Methylobacillus flagellatus KT]637938655 YP_ 545850
1.000 1.000 Y Y 18.349 18.349
MFLA1742 nn
hypothetical protein [Methylobacillus flagellatus KT]637938656 YP_ 545851
2.843 2.170 3.545 0.673 Y un Y 21.259 20.269 21.847 0.990
MFLA1743 =
ABC transporter related [Methylobacillus flagellatus KT]637938657 YP_ 545852
7.68 E-2 5.222 4.900 6.070 o34 Y Y 254E1 22367 22.320 23.343 -0.013
MFLA1744
hypothetical protein [Methylobacillus flagellatus KT]637938658 YP_ 545853
MFLAL745 3.159 2.334 3.805 o492 Y Y 75262 22843 21.326 23.275 1.320
Nitrilase/cyanide hydratase and apoljpoprotein N-acyltransferase [Methylobacillus flageliatus KT]637938659 YP_ 545854
MELAL746 5.921 5.459 6.708 0276 YIJEJY s548E2 25353 26.052 26.744 -0.796
" peptidase U62, modulator of DNA gyrase [Methylobacillus flagellatus KT]637938660 YP_545855 """
9.04 E-2 6.921 7.103 8.015 0177 YK Y 24E1 26693 26.800 27.747 -0.248
MFLA1747
hypothetical protein [Methylobacillus flagellatus KT]637938661 YP_ 545856
MFLAL7as 18 EZ 5.832 5.947 6.890 0150 YRJEJY 139E1 24045 24.511 25.297 -0.813
transcription-repair coupling factor [Methylobacillus flagellatus KT]637938662 YP_545857
0.000 0.000 0.000 0.000
MFLA1749 = = . ..
hypothetical protein [Methylobacillus flagelliatus KT]637938663 YP_ 545858
0.000 0.000 0.000 0.000
MFLA1750 L

hypothetical protein [Methylobacillus flagelliatus KT]637938664 YP_ 545859
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1751 4.444 3.871 5.186 0352 YXAKXY 2.66E-1 22.500 22.446 23.473 -0.255 Y K]
WvrD/REP helicase [Methylobacillus flagellatus KT]637938665 YP_545860
3.608 3.177 4.408 1585 YJEJ Y 24562 23648 21.017 23.864 3.834
MFLA1752 = = .
hypothetical protein [Methylobacillus flagellatus KT]637938666 YP_ 545861
MFLAL753 2.418 2.418 Y nn Y 20.314 20.314
GreA/GreB family elongation factor [Methylobacillus flagellatus KT]637938667 YP_ 545862
0.000 0.000 0.000 0.000
MFLA1754 _ L
hypothetical protein [Methylobacillus flagellatus KT]637938668 YP_545863
MFLAL755 7.205 7.901 8.594 0722 YR Y 699E2 27301 28.012 28.700 -0.645
translation elongation factor P [Methylobacillus flagellatus KT]637938669 YP_ 545864
0.000 0.000 0.000 0.000
MFLA1756 L
hypothetical protein [Methylobacillus flagelliatus KT]637938670 YP_ 545865
0.000 0.000 0.000 0.000
MFLA1757 i X ..
ammonium transporter [Methylobacillus flagellatus K77637938671 YP_545866
0.000 0.000 0.000 0.000
MFLA1758 ..
uracil-DINA glycosylase [Methylobacillus flagellatus KT]637938672 YP_ 545867
0.000 0.000 0.000 0.000
MFLA1759 ]
Radical SAM [Methylobacillus flagellatus KT]637938673 YP_ 545868
0.521 0.521 Y Y 19.006 19.006
MFLA1760 | | o]0
CheW protein [Methylobacillus flagellatus KT7637938674 YP_545869
MFLA1761 1.843 1.915 2.879 1008 YJEJY 608E-2  20.486 20.983 21.755 0.509
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637938675 YP_545870 """
MFLA1762 0.000 0.000 || 0.000 0.000
periplasmic sensor hybrid histidine kinase [Methylobacillus flagellatus KT]637938676 YP_545871
0.000 0.000 0.000 0.000
MFLA1763 | | L
HupE/UreJ protein [Methylobacillus flagellatus KT]637938677 YP_545872
MFLAL764 2.967 4.044 4.604 -1o67 YR Y 398E2 21709 22.542 23.185 -0.951
urease accessory protein UreG [Methylobacillus flagellatus KT]637938678 YP_545873
MFLAL765 0.000 0.000 || 0.000 0.000
Urease accessory protein UreF [Methylobacillus flagellatus KT]637938679 YP_545874
MFLAL766 0.000 0.000 | 0.000 0.000
UreF urease accessory-like protein [Methylobacillus flagellatus KT]637938680 YP_545875
3.341 3.435 4.389 0041 YRJEJY 252E2 21264 22.477 22.995 -1.264
MFLA1767
" urease, alpha subunit [Methylobacillus flagellatus KT]637938681 YP_ 545876 """
0.000 0.000 0.000 0.000
MFLAL768 | , 1
" urease, beta subunit [Methylobacillus flagellatus KT]637938682 YP_ 545877 """
1.843 0.931 2.458 0.911 Y nn Y 18.323 19.965 20.366 -1.641
MFLA1769 § .
" urease, gamma subunit [Methylobacillus flagellatus KT]637938683 YP_545878 """
MFLA1770 0.000 0.000 || 0.000 0.000
Urease accessory protein UreD [Methylobacillus flagellatus KT]637938684 YP_545879
0.000 0.000 0.000 0.000
MFLA1771 = ..
ABC transporter related [Methylobacillus flagellatus KT71637938685 YP_ 545880
1.106 1.106 Y Y 19.410 19.410
MFLA1772 nn

ABC transporter related [Methylobacillus flagellatus KT]637938686 YP_545881
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1773 0.000 0.000 0.000 0.000
/nner-membrane translocator [Methylobacillus flagellatus KT]637938687 YP_545882
MFLAL774 0.000 0.000 || 0.000 0.000
Inner-membrane translocator [Methylobacillus flagellatus KT7637938688 YP_545883
MFLA1775 5.432 4.861 6.175 o576 YR Y 102E1 25078 24.095 25.669 0.941
Twin-arginine transfocation pathway signal [Methylobacillus flagellatus KT]637938689 YP_ 545884
MFLA1776 0.000 0.000 || 0.000 0.000
" Glutamine amidotransrerase, class-II [Methylobacillus flagellatus KT]637938690 YP_545885 """
2.844 2.844 Y Y 21.445 21.445
MFLA1777 nn
Formamidase [Methylobacillus flagellatus KT71637938691 YP_ 545886
0.000 0.000 0.000 0.000
MFLA1778 .-
hypothetical protein [Methylobacillus flagellatus KT]637938692 YP_ 545887
0.000 0.000 0.000 0.000
MFLAL779 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637938693 YP_545888
4.918 3.875 5.489 1134 Y Y 13461 21561 22.727 23.259 -0.241
MFLA1780
hypothetical protein [Methylobacillus flagellatus KT]637938694 YP_ 545889
3.106 0.346 3.304 2759 YR Y 25.783 21.316 25.847 4.468
MFLA1781 . :
putative prophage repressor [Methylobacillus flagellatus KT]637938695 YP_ 545890
0.000 0.000 0.000 0.000
MFLAL782 | N
[Methylobacillus flagellatus KT7639329602
0.000 0.000 0.000 0.000
MFLA1783 L
hypothetical protein [Methylobacillus flagellatus KT]637938696 YP_ 545891
MFLA17ss 126 ES 7.100 6.432 7.804 o682 R Y 22161 24480 24.399 25.440 0.113
nitrifotriacetate monooxygenase component A [Methylobacillus flagellatus KT]637938697 YP_545892
MFLAL7es Y8 E1 7.393 7.339 8.366 0052 Y Y 905E2  26.983 27.238 28.116 -0.244
Short-chain dehydrogenase/reductase SDR [Methylobacillus flageliatus KT]637938698 YP_ 545893
2.328 2.328 Y Y 20.066 20.066
MFLA1786 o]
Na+/solute symporter [Methylobacillus flagellatus KT]637938699 YP_ 545894
0.000 0.000 0.000 0.000
MFLA1787 . § .-
Conserved TM helix [Methylobacillus flagellatus KT]637938700 YP_ 545895
MFLA1788 4.460 4.379 5.420 0541 YR Y t17e1 22568 23.256 23.953 -1.415
protein of unknown function UPFO061 [Methylobacillus flagellatus KT]637938701 YP_545896
0.000 0.000 0.000 0.000
MFLA1789 1
luciferase-like protein [Methylobacillus flagellatus KT]637938702 YP_545897
MFLA1790 0.000 0.000 || 0.000 0.000
" transcriptional regulator, LysR ramily [Methylobacillus flagellatus KT]637938703 YP_545898 """
0.000 0.000 0.000 0.000
MFLA1791 . .-
Alpha/beta hydrolase fold-3 [Methylobacillus flagellatus KT]637938704 YP_545899
0.000 0.000 0.000 0.000
MFLA1792 .-
secretion protein HlyD [Methylobacillus flagelliatus KT]637938705 YP_545900
MFLAL793 0.000 0.000 | 0.000 0.000
Hydrophobe/amphiphile efflux-1 HAEL [Methylobacillus flagellatus KT71637938706 YP_ 545901
0.000 0.000 0.000 0.000
MFLA1794 .-

" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637938707 YP_545902 """
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
RF log, log, log, log, log, log, C -7
(o] g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio onsensus
MFLA1795 0.000 0.000 0.000 0.000
Lysine exporter protein (LYSE/YGGA) [Methylobacillus flagellatus KT]637938708 YP_545903
0.000 0.000 0.000 0.000
MFLA1796 | | N
transport-associated [Methylobacillus flageliatus KT]637938709 YP_ 545904
0.000 0.000 0.000 0.000
MFLA1797 .-
hypothetical protein [Methylobacillus flagellatus KT]637938710 YP_ 545905
MFLA1798 4.477 3.464 5.058 s YR Y 7.11Ee2 22874 22.284 23.609 0.539
Twin-arginine translocation pathway signal [Methylobacillus flagellatus KT]637938711 YP_545906
MFLA1799 0.000 0.000 | 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637938712 YP_ 545907
MFLA1800 0.000 0.000 | ] | 0.000 0.000
putative transcriptional regulator [Methylobacillus flageliatus KT]637938713 YP_ 545908
MFLAlgor 174 EZ 5.357 5.555 6.460 0324 YR Y 1532 24157 25.284 25.828 -1.197
NAD-dependent epimerase/dehydratase [Methylobacilus flagellatus KT]637938714 YP_545909
MFLA1802 0.000 0.000 g e|e )i 18.588 18.588
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637938715 YP_ 545910
MFLA1803 0.000 0.000 || 0.000 0.000
CDP-diacylglycerol--glycero/-3-phosphate 3-phosphatiayltransrerase [Methylobacillus flagellatus KT]637938719 YP_545911
2.106 1.540 2.850 1640 YIJEJY 1.06E1 18671 21.401 21.604 -1.615
MFLA1804 - - -
" excinuclease ABC, C subunit [Methylobacillus flagellatus KT7637938720 YP_ 545912 """
MFLAL805 2.398 2.398 Y nn Y 22.376 22.376
4-oxalocrotonate tautomerase [Methylobacillus flagellatus KT]637938721 YP 545913
MFLA1806 0.000 0.000 || 0.000 0.000
cation diffusion facilitator family transporter [Methylobacillus flagellatus KT]637938722 YP_545914
MFLAL807 2.521 2.398 3.461 137 YIJEJ Y 5542 19.988 22.690 22.896 -1.690
protein of unknown function DUF519 [Methylobacillus flagellatus KT]637938723 YP 545915
MFLA1808 0.000 0.000 | ] | 0.000 0.000
Uncharacterized protein UPFO114 [Methylobacillus flagellatus KT]637938724 YP_545916
MFLAL80S 0.000 0.000 || 0.000 0.000
protein of unknown function DUFE1 [Methylobacillus flagellatus KT]637938725 YP_ 545917
MFLA1810 0.000 0.000 | 0.000 0.000
" protein of unknown function DUF395, Yeef/YedE [Methylobacillus flagellatus KT]637938726 YP_545918 """
MFLA1811 0.000 0.000 || 0.000 0.000
" protein of unknown function DUF395, Yeef/YedF [Methylobacillus flagellatus KT]637938727 YP_545919 """
0.000 0.000 0.000 0.000
MFLA1812 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637938728 YP_ 545920
MFLA1g13 SOl EZ 4.803 5.366 6.112 0583 Y Y 1o07E2 21752 23.657 23.999 -1890 YO
protein of unknown function DUF442 [Methylobacillus flagellatus KT]637938729 YP_ 545921
3.273 2.459 3.923 0.813 Y Y 20.854 20.935 21.895 -0.080 Y
MFLA1814 3273 , o]0 @]
beta-lactamase-like protein [Methylobacillus flagellatus KT]637938730 YP_545922
MFLALSLS 2.691 1.540 3.227 2225 Y Y t59E1  18.052 19.882 20.239 0600  YEJ
" slgmas4 specific transcriptional regulator, Fis family [Methylobacillus flagellatus KT]/637938731 YP_ 545923 """
0.000 0.000 0.000 0.000
MFLAL816 | |

hypothetical protein [Methylobacillus flagelliatus KT]637938732 YP_ 545924
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1817 7.21 E-2 8.205 8.181 9.193 0015 YEKAILAY 1.66E-2 27.784 28.062 28.930 -0.277 Y K]
Aconitate hydratase [Methylobacillus flagellatus KT]637938733 YP_545925
0.000 0.000 0.000 0.000
MFLA1818 = = .
hypothetical protein [Methylobacillus flagellatus KT]637938734 YP_ 545926
3.08 E-4 7.618 7.976 8.808 0369 Y Y 1232 27.020 28.185 28.717 -1.233
MFLA1819
adenylosuccinate lyase [Methylobacillus flagellatus KT]637938735 YP_545927
3.210 4.056 4.694 0884 YIJEJY 462e2 21868 22.666 23.322 -0.944
MFLA1820
surface antigen (D15) [Methylobacillus flagellatus KT]637938736 YP_545928
MFLAL821 4.532 4.373 5.455 0277 YK Y t83E1 22642 23.086 23.881 -0.634
protein of unknown function DUF490 [Methylobacillus flagellatus KT]637938737 YP_ 545929
MFLA1822 3.945 3.945 ook 23.660 23.660
protein of unknown function DUFEE [Methylobacillus flagellatus KT]637938738 YP_545930
MFLAL823 0.000 0.000 Y un Y 18.843 18.843
flavodoxin/nitric oxide synthase [Methylobacillus flagellatus KT]637938739 YP_545931
MFLAlg2a Ot EZ 6.065 6.038 7.051 0004 YRJEJY 547E2 24819 25.234 26.041 -0.424
stationary-phase survival protein SurE [Methylobacillus flagellatus KT]637938740 YP_ 545932
MFLALE25 4.974 4.641 5.817 0337 YR Y t92E1 23235 23.077 24.158 0.124
protein-L-isoaspartate O-methyltransrterase [Methylobacillus flagellatus KT]637938741 YP_545933
4.624 5.013 5.832 0385 YIJEJY 227e2 23628 24.481 25.116 -0.915
MFLA1826 = .
peptidase M238 [Methylobacillus flagellatus KT]637938742 YP_ 545934
0.000 0.000 0.000 0.000
MFLA1827 .-
hypothetical protein [Methylobacillus flagellatus KT]637938743 YP_ 545935
3.580 1.322 3.854 ooss Y Y 2721 22822 21.790 23.396 -0.227
MFLA1828
thioredoxin-related [Methylobacillus flagellatus KT]637938744 YP_545936
2.03 E-2 5.725 6.229 6.999 -0.504 Y Y 4.08E-2 26.711 27.615 28.233 -0.992
MFLA820 | o]0
nitroreductase [Methylobacillus flagellatus KT]637938745 YP_545937
MFLA1830 8.090 7.343 8.764 o761 YIJEJY 266E1 25857 25.886 26.872 -0.080
NADH:flavin oxidoreductase/NADH oxidase [Methylobacillus flagellatus KT]637938746 YP_545938
2.99 E-2 6.762 7.088 7.934 0327 YR Y 267E1 26740 26.689 27.715 0.070
MFLA1831 =
Ycel [Methylobacillus flagellatus KT]637938747 YP_545939
MFLA1832 4.125 4.125 Y nn Y 22.840 22.840
NADPH-dependent FMN reductase [Methylobacillus flagellatus KT]637938748 YP_545940
1.106 1.106 Y Y 19.141 19.141
MFLA1833 o]0
Pirin-like protein [Methylobacillus flagellatus KT]637938749 YP 545941
MFLAL834 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF540 [Methylobacillus flageliatus KT]637938750 YP_ 545942
MFLA1835 0.521 0.585 1.553 -0.064 Y nn Y 22.106 20.006 22.409 2.101
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637938751 YP_545943 """
0.000 0.000 0.000 0.000
MFLA1836 |1
hypothetical protein [Methylobacillus flagellatus KT]637938752 YP_545944
MELALS37 4.757 4.641 5.700 oos6 YJEJY 259e1  23.087 23.016 24.052 -0.074
" ATPase associated with various cellular activities, AAA_3 [Methylobacillus flagellatus KT]637938753 YP_ 545945 """
0.000 0.000 0.000 0.000
MFLA1838 1

protein of unknown function DUF58 [Methylobacillus flagellatus KT]637938754 YP_ 545946
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1839 2.106 2.106 YA Y 19.211 19.211 Y K]
transglutaminase-like protein [Methylobacilus flagellatus KT]637938755 YP_ 545947
MFLAL840 1.674 1.674 ig o |e 19.665 19.665
" CMP/dCMP deaminase, zinc-binding [Methylobacillus flagellatus KT]637938756 YP_545948 """
0.000 0.000 0.000 0.000
MFLA1841 .-
hypothetical protein [Methylobacillus flagellatus KT]637938757 YP_ 545949
0.000 0.000 0.000 0.000
MFLA1842 .-
Rhomboid-like protein [Methylobacilus flagellatus KT]637938758 YP_545950
MFLAL843 0.000 0.000 | 0.000 0.000
protein of unknown function UPFOO05 [Methylobacillus flagellatus KT]637938759 YP_ 545951
MFLA1844 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637938760 YP_545952
MFLAlsas 72 E2 5.169 4.766 5.982 035 Y Y 187E1 23637 23.771 24.706 -0.168
Beta-N-acetylhexosaminidase [Methylobacilus flagellatus KT]637938761 YP_545953
MFLA1846 0.000 0.000 | 0.000 0.000
protein of unknown function DUF165 [Methylobacillus flagelliatus KT]637938762 YP_ 545954
MFLA1847 0.000 0.000 || 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637938763 YP_545955
MFLAL848 0.000 0.000 || 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacilus flagellatus KT]637938764 YP_ 545956
2.761 1.346 3.220 0224 Y Y 1381 19939 19.654 20.803 -0.939
MFLA1849
ErfK/YDIS/ YIS/ YnhG [Methylobacillus flagellatus KT]637938765 YP_545957
MFLA1850 4.391 4.471 5.431 0094 YR Y 16E1 22709 22.247 23.497 0.224
" extracellular solute-binding protein, family 5 [Methylobacillus flageliatus KT]637938766 YP_ 545958 """
MFLAlgsy L2 EZ 5.167 4.788 5.990 0303 Y Y 1731 24.007 23.579 24.809 0.143
" RVA methyltransterase, TrmA family [Methylobacillus flagellatus KT]637938767 YP_ 545959 """
3.726 4.261 5.018 -toor YR Y 79E2 23018 23.700 24.399 -0.924
MFLA1852
hypothetical protein [Methylobacillus flagelliatus KT]637938768 YP_ 545960
3.552 2.844 4.241 o7io YR Y 20261 22595 22.751 23.675 -0.074
MFLA1853 = = =
hypothetical protein [Methylobacillus flagellatus KT]637938769 YP_545961
0.813 0.813 Y Y 23.707 23.707
MFLA1854 nn
hypothetical protein [Methylobacillus flagellatus KT]637938770 YP_ 545962
MFLA185S 0.000 0.000 || 0.000 0.000
" putative transcriptional regulator, CopG family [Methylobacillus flagellatus KT]637938771 YP_545963 """
0.000 0.000 0.000 0.000
MFLA18S6 0.0 | ]
Glutamate--ammonia ligase [Methylobacillus flagellatus KT]637938772 YP_ 545964
0.000 0.000 0.000 0.000
MFLA1857 . .-
ABC transporter related [Methylobacillus flagellatus KT]637938773 YP_545965
MFLA1858 0.000 0.000 || 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637938774 YP_545966
MFLAL8SS 0.000 0.000 | 0.000 0.000
ABC transport system substrate-binding protein [Methylobacillus flagellatus KT]637938775 YP_ 545967
0.000 0.000 0.000 0.000
MFLA1860 L

hypothetical protein [Methylobacillus flagelliatus KT]637938776 YP_ 545968
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1861 1.08 E-1 5.004 5.117 6.061 -0.117 YQCAIKLJAY 2.05E-2 24.335 25.039 25.729 -0.729 Y K]
cysteine synthase B [Methylobacillus flagellatus KT]637938777 YP_545969
MFLAL862 2.739 2.739 Y nn Y 20.712 20.712
Disulphide bond formation protein DsbB [Methylobacillus flagellatus KT]637938778 YP_ 545970
MFLA1863 2.980 3.261 4.127 0722 YK Y 842E2  19.049 21.706 21.918 -1.608
" exodeoxyribonuclease VII, large subunit [Methylobacillus flagellatus KT]637938779 YP_545971 """
1.322 1.322 Y Y 19.954 19.954
MFLA1864 o]0
TroX-like protein [Methylobacillus flagellatus KT]637938780 YP_ 545972
4.960 4.431 5.720 o422 Y Y 213E1 24613 24.791 25.705 -0.099
MFLA1865 = =
" peptidase M48, Ste24p [Methylobacillus flagellatus KT]637938781 YP_545973 """
MFLAL866 0 9.075 10.162  10.718 -1050 G JEBJG 738E3 26760 28.757 29.079 -2.003
" 2,3,4,5-tetrahydropyridine-2, 6-dicarboxylate N-succinyltransrerase [Methylobacillus fliagellatus KT]637938782 YP_545974 """
MFLALS67 2.095 2.095 Y un Y 21.120 21.120
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) [Methylobacillus flagellatus KT]637938783 YP_545975
3.937 4.526 5.261 -0.641 Y Y 3.98E-2 22.955 24.146 24.670 -1.621
MFLA1868 o]0
hypothetical protein [Methylobacillus flagellatus KT]637938784 YP_ 545976
MFLAlggs 1O E 4.604 5.233 5.953 1121 YR Y 234E2 22136 23.957 24.317 -2.363
succiny/l-diaminopimelate desuccinylase [Methylobacillus flagellatus KT]637938785 YP_545977
MELALE70 3.691 5.366 5.759 0671 YJEJY 144E1 22826 24.116 24.610 -0.267
" modification methylase, HemK family [Methylobacillus flagellatus KT]637938786 YP_ 545978 """
MFLA1871 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF202 [Methylobacillus flagelliatus KT]637938787 YP_ 545979
4.470 4.370 5.421 0352 YR Y te9e1 22151 22.607 23.397 -1.159
MFLA1872 — -
" Pseudouridine synthase, Rsu [Methylobacillus flagellatus KT]637938788 YP_545980 """
MFLALE73 0.346 0.346 g o|e ) 19.695 19.695
putative transcriptional regulator [Methylobacillus flagellatus KT]637938789 YP 545981
MFLA1874 0.000 0.000 | ] | 0.000 0.000
chromosome segregation and condensation protein ScpA [Methylobacillus flageliatus KT]637938790 YP_ 545982
0.000 0.000 0.000 0.000
MFLA1875 i ) .-
peptidase M50 [Methylobacillus flagellatus KT]637938791 YP_ 545983
4.128 4.869 5.545 -0.943 Y Y 6.37E-2 24.523 25.235 25.923 -0.893
MFLA1876 o]
Suas/YeiO/YrdC/Yw/C [Methylobacillus flagellatus KT]637938792 YP_545984
2.543 2.543 Y Y 20.434 20.434
MFLA1877 nn
PHP-like protein [Methylobacillus flagellatus KT]637938793 YP_545985
MFLALS7S 0.000 0.000 .- 0.000 0.000
Intracellular septation protein A [Methylobacillus flagellatus KT]637938794 YP_ 545986
3.608 2.806 4.262 0.802 Y nn Y 20.648 21.114 21.900 -0.466
MFLA1879
YCII-related [Methylobacillus flagellatus KT]637938795 YP_545987
0.000 0.000 Y Y 20.543 20.543
MFLA1880 o]0
BolA-like protein [Methylobacillus flagellatus KT]637938796 YP_545988
MFLAL8S1 8.541 8.732 9.640 0161 YIJEJY 15561 28952 28.805 29.880 0.132
FpiC-type peptidyl-proly/ cis-trans isomerase [Methylobacillus flagellatus KT]637938797 YP_545989
4.080 4.473 5.290 043 YJEJG 41E3 19859 23.278 23.407 -3.661
MFLA1882

peptidase M61 [Methylobacillus flagellatus KT]637938798 YP_ 545990
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1883 6.28 E-5 6.104 5.247 6.738 0.900 R (Y 1.86E-1 23.359 23.019 24.199 0.159 R
/ron permease FTR1 [Methylobacillus flagellatus KT]637938799 YP_ 545991
MELALSS4 1.398 4.410 4.579 -1975 YR Y 123E2 23634 23.306 24.479 1329 Y4
Glyoxalase/bleomycin resistance protein/dioxygenase [Methylobacillus flagellatus KT]637938800 YP_ 545992
MFLA1885 6.957 7.443 8.221 0516 YR Y 133E1  27.902 28.198 29.058 0290 YO
" nitrogen regulatory protein P-I1 (GInB, GInk) [Methylobacillus flagellatus KT]637938801 YP_ 545993 """
4.271 4.230 5.251 0.027 Y G 8.9 E-3 22.699 23.528 24.172 -0.826 Y
MFLA1886 @]0] @]
NAD+ synthetase [Methylobacillus flagellatus KT]637938802 YP_ 545994
1.3E-2 6.263 6.225 7.244 -0.040 Y Y 1.03E-1 25.040 25.329 26.192 -0.311 Y
—. L : 0]0] @]
Ankyrin [Methylobacillus flagellatus KT71637938803 YP_ 545995
MFLA1888 7.239 6.321 7.852 o742 Y Y 123E1 25004 25.252 26.133 0286 YJ
" succinyl-CoA synthetase, alpha subunit [Methylobacillus flagellatus KT]637938804 YP_545996 """
MFLAlggs SO B2 6.502 6.742 7.627 0243 YR Y 1132 25674 26.549 27.176 0877 Y
" succiny/l-CoA synthetase, beta subunit [Methylobacillus flagellatus KT]637938805 YP_545997 """
MFLAL890 2.710 3.915 4.435 1214 YR Y 3182 22537 24.037 24.474 1936 Y4
phosphoserine phosphatase SerB [Methylobacillus flagellatus KT]637938806 YP_545998
MFLA1891 7.902 6.882 8.480 1187 YRJEJY 1.62E1  24.703 24.931 25.821 -0.170
" peptiayl-proly/ cis-trans /somerase, cyclophilin type [Methylobacillus flageliatus KT]637938807 YP_ 545999 """
MFLAL892 1.807 1.807 ig o |e 19.846 19.846
" transcriptional regulator, GntR family [Methylobacillus flagellatus KT]637938808 YP_ 546000 """
0 8.310 7.283 8.886 1028 RIIQY 2742 27.529 26.831 28.222 0.680
MFLA1893 .
beta-ketoacy! synthase [Methylobacillus flagellatus KT]637938809 YP_ 546001
MFLAlges 2L ES 4.731 5.978 6.485 -1375 G Y 112e2 23376 25.496 25.794 -2.675
beta-hydroxyacy/-(acy/-carrier-protein) dehydratase FabA [Methylobacillus flagellatus KT]637938810 YP_546002
MFLAL89S 0.000 0.000 | 0.000 0.000 |
" ATPase associated with various cellular activities, AAA_3 [Methylobacillus flagellatus KT]637938811 YP 546003 """
0.000 0.000 0.000 0.000
MFLAL896 [ | |
hypothetical protein [Methylobacillus flagelliatus KT]637938812 YP_ 546004
0.000 0.000 0.000 0.000
MFLA1897 - ) : .- .
hypothetical protein [Methylobacillus flagellatus KT]637938813 YP_546005
MFLA1898 0.000 0.000 | 0.000 0.000 |
" von Willebrand ractor, type A [Methylobacillus flagellatus KT]637938814 YP_546006 """
0.000 0.000 0.000 0.000
MFLA1899 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637938815 YP_546007
MFLA1900 0.000 0.000 || 0.000 0.000 |
" von Willebrand rfactor, type A [Methylobacilus flagellatus KT]637938816 YP_ 546008 """
0.000 0.000 0.000 0.000
MFLAL901 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637938817 YP_ 546009
1.521 1.521 Y Y 19.695 19.695 Y
MFLA1902 0]0] @]
hypothetical protein [Methylobacillus flagellatus KT]637938818 YP_546010
0.000 0.000 0.000 0.000
MFLA1903 - ) ; .. .
hypothetical protein [Methylobacillus flagellatus KT]637938819 YP 546011
2.78 E-3 4.552 5.431 6.058 -0.877 G Y 2.76E-2 23.532 25.259 25.640 -1.665 G
MFLAL904 a0 O

glycine cleavage T protein (aminomethy! transferase) [Methylobacillus flagellatus KT]637938820 YP_ 546012
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
2.328 2.328 YA Y 18.339 18.339 Y K]
MFLA1905 .,
TonB-dependent receptor [Methylobacillus flagellatus KT]637938821 YP_546013
0.000 0.000 0.000 0.000
MFLA1906 = = .
hypothetical protein [Methylobacillus flagellatus KT]637938822 YP 546014
MFLA1907 2.761 0.000 2.959 1571 Y Y 133E1  20.834 18.720 21.134 0.948
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637938823 YP_ 546015
0.000 0.000 0.000 0.000
MFLA1908 o , 1
Septum formation initiator [Methylobacillus flagellatus KT]637938824 YP_546016
0 8.704 9.712  10.294 -1035 G Y 113e2 27333 28.404 28.966 -1.105
MFLA1909 =
Phosphopyruvate hydratase [Methylobacillus flagellatus KT1637938825 YP_ 546017
MFLAL910  C O E® 5.353 4.087 5.854 1204 RIIQY 21561 23951 24.072 25.013 -0.066
2-dehydro-3-deoxyphosphooctonate aldolase [Methylobacillus flagellatus KT]637938826 YP_546018
1.02 E-2 7.202 6.880 8.050 0331 YJEJG 458E3  26.193 26.781 27.517 -0.589
MFLA1911 .
CT7P synthase [Methylobacillus flagellatus KT]637938827 YP_ 546019
MFLAL912 1.521 1.184 2.362 137 YR Y 22761 20373 21.520 22.058 -0.069
YjeF-related protein-like protein [Methylobacillus flageliatus KT]637938828 YP_ 546020
MFLAL913 2.106 2.788 3.487 0479 YK Y 152E1 20477 21.737 22.240 -0.236
Initiation factor 2B alpha/beta/delta [Methylobacillus flagellatus KT]637938829 YP_546021
MFLAL914 0.000 0.000 .- 0.000 0.000
TatD-related deoxyribonuclease [Methylobacillus flagellatus KT1637938830 YP_ 546022
MFLAL915 3.937 4.079 5.010 0214 YR Y 429€2 21725 22.607 23.233 -1.016
riboflavin biosynthesis protein RibD [Methylobacillus fiagellatus KT]637938831 YP_ 546023
MFLA1916 3.571 4.398 5.043 0811 YRJEJY 123E1 22498 22.984 23.762 -0.563
Protein of unknown function DUF193 [Methylobacillus flagellatus KT]637938832 YP_546024
MFLAL917 8.029 8.627 9.359 0508 YR Y tite2 27577 28.185 28.913 -0.608
Glycine hydroxymethyltransferase [Methylobacillus flagellatus KT]637938833 YP_546025
MFLA1918 4.552 5.040 5.816 049 Y Y 193E1 23854 23.553 24.712 0.175
" hydro-lyases, Fe-S type, tartrate/fumarate subfamily, ajpha region [Methylobacillus flagellatus KT]637938834 YP_546026 """
MELALO1S 0 7.337 8.510 9.040 -1451 GIJEJG 83563 25040 26.604 27.025 -1.595
NADH. flavin oxidoreductase/WNADH oxidase [Methylobacillus flagellatus KT]637938835 YP_546027
MFLA1920 4.184 4.184 Y nn Y 22.804 22.804
protein of unknown function DUF528 [Methylobacillus flagelliatus KT]637938836 YP_ 546028
3.57 E-9 6.828 7.582 8.254 0770 G Y 1232 26.99 28.001 28.584 -1.014
MFLA1921
Phosphoglucomutase [Methylobacillus flagellatus KT]637938837 YP_546029
MFLA1922 1.322 1.322 Y nn Y 20.788 20.788
" peptidase AZA, retrovirus, catalytic [Methylobacillus flagellatus KT]637938838 YP_ 546030 """
0.000 0.000 0.000 0.000
MFLA1923 L
hypothetical protein [Methylobacillus flagellatus KT]637938839 YP_ 546031
MFLA1924 0.000 0.000 .- 0.000 0.000
" acetyltransferase, GNAT family [Methylobacillus flagellatus KT]637938840 YP_546032 """
MFLALozs 0 E1 5.926 5.940 6.933 0025 YRJEJY 246E2 26126 26.497 27.323 -0.378
phosphoglucomutase/phosphomannomutase alpha/beta/alpha domain I [Methylobacillus flagellatus KT]637938841 YP_ 546033
3.173 4.479 4.969 -t4a0s YK Y 138E2 23112 24.699 25.113 -1.616
MFLA1926

cyclic nucleotide-binding domain (cNMP-BD) protein [Methylobacillus flagellatus KT]637938843 YP_ 546034

Supplemental Data Table for Hendrickson ef a/.
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity "7.
log, log, log, log, log, log, . )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLA1927 3.552 3.568 4.560 -0.019 YQI]AY 1.1 E-2 22.361 22.733 23.559 -0.371 Y K]
" transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637938844 YP_ 546035 """
S A E L 4.33 E-3 4.922 5.654 6.334 -0.712 G Y 1.15E-1 24.707 25.294 26.030 -0.644
" Chemotaxis phosphatase, CheZ [Methylobacillus flagellatus KT]637938845 YP_ 546036 """
MFLA1929 OO E2 6.443 6.568 7.507 0148 YR Y 7.12E3  26.363 26.060 27.220 0.303
response regulator receiver domain protein (CheY-like) [Methylobacillus flagellatus KT]637938846 YP_ 546037
MFLA1930 6.015 6.190 7.105 0352 YIJEJY 128E1 24706 25.033 25.879 -0.399
response regulator receiver (CheY-like) moaulated CheB methylesterase [Methylobacillus flagellatus KT]637938847 YP_546038
MFLAL931 1.322 1.322 g o|e ) 19.550 19.550
" CheD, stimulates methylation of MCP proteins [Methylobacillus flageliatus KT]637938848 YP_ 546039 """
MFLA1932 1.521 0.000 1.952 1.521 Y nn Y 18.477 20.543 20.852 -2.066
" MCP methyltransferase, CheR-type [Methylobacillus flagellatus KT]637938849 YP_546040 """
MELAL933 7.154 6.764 7.972 o360 YJEJY t67e1 26534 26.134 27.347 0.296
methyl-accepling chemotaxis sensory transaucer with Pas/Pac sensor [Methylobacillus flagellatus KT]637938850 YP_546041
MFLAzosa 00 11 7.394 6.459 8.001 o965 R Y tose2 27681 26.023 28.078 1.670
methyl-accepting chemoltaxis sensory transaucer [Methylobacillus flagellatus KT71637938851 YP_546042
2.328 4.388 4.698 -1os4 YR Y 27E1 23374 24.393 24.972 0.018
MFLA1935
CheW protein [Methylobacillus flagellatus KT]637938852 YP_546043
MFLALoss 25 ES 6.623 6.039 7.360 o663 Ry 95E2 26589 25.075 27.022 1.336
CheA signal transduction histidine kinases [Methylobacillus flagellatus KT]637938853 YP_ 546044
MFLA1937 4.581 4.884 5.741 0214 YR Y 1561 24150 24.571 25.376 -0.375
response regulator rece/ver domain protein (CheY-like) [Methylobacillus flagellatus KT]637938854 YP_ 546045
2.398 2.627 3.517 o772 YK Y 157e2 20526 22.751 23.030 -1.225
MFLA1938
hypothetical protein [Methylobacillus flagellatus KT]637938855 YP_546046
4.087 2.295 4.453 1786 YQJJY 219681 22392 22.315 23.354 0.064
MFLA1939 =
OmpA/MotB [Methylobacillus flagellatus KT]637938856 YP_ 546047
MFLA1940 3.408 3.353 4.381 0015 YR Y 1to08E1 21918 21.172 22.593 0.552
putative chemotaxis transmembrane protein MotA [Methylobacillus flagellatus KT]637938857 YP_546048
0.000 0.000 0.000 0.000
MFLA1941 - _ [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637938858 YP_546049
MFLA1942 0.000 0.000 | 0.000 0.000 |
flagellar transcriptional activator FIhC [Methylobacillus flagellatus KT]637938859 YP_546050
MFLA1943 0.000 0.000 || 0.000 0.000 |
flagellar transcriptional activator [Methylobacillus flagellatus KT]637938860 YP_546051
MFLAL944 0.000 0.000 || 0.000 0.000 |
flagellar biosynthetic protein FIhB [Methylobacillus flagellatus KT]637938861 YP_ 546052
MFLA1945 0.000 0.000 | ] | 0.000 0.000 |
fagellar biosynthesis protein FIA [Methylobacillus flagellatus KT]637938862 YP_ 546053
MFLA1946 0.000 0.000 || 0.000 0.000 |
" GTP-binding signal recognition particle SRP54, G-domain [Methylobacillus flagellatus KT]637938863 YP_546054 """
0.000 0.000 0.000 0.000
MFLA1947 - ; ; .. .
hypothetical protein [Methylobacillus flagelliatus KT]637938864 YP_ 546055
4,107 5.001 5.622 -0.898 Y Y 7.33E-2 23.351 24.189 24.830 -1.149 Y
MFLAL948 a0 O

sigma 28 (Flagella/Sporulation) [Methylobacillus flagellatus KT]637938865 YP_ 546056
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1949 1.813 1.813 YA Y 18.936 18.936 Y K]
MotA/TolQ/ExbB proton channel [Methylobacilus flagellatus KT]637938866 YP_546057
0.346 0.346 Y Y 19.211 19.211
MFLA1950 | o]0
OmpA/MotB [Methylobacillus flagellatus KT]637938867 YP_546058
3.364 3.000 4.193 0637 YR Y 14E1 23189 20.330 23.375 1.441
MFLA1951
FlgV [Methylobacillus flagellatus KT]637938868 YP_546059
1.56 E-4 4.784 5.746 6.343 1194 G Y 384E2 24434 25.872 26.325 -2.498
MFLA1952 — -
" anti-sigma-28 rfactor, FlgM [Methylobacillus flagellatus KT]637938869 YP_546060 """
0.000 0.000 0.000 0.000
MFLA1953 | , 1
Flageller protein FIgA [Methylobacillus flagellatus KT]637938870 YP_ 546061
MFLAL954 1.521 2.769 3.275 0238 YK Y 1o06E1 20158 22.197 22.511 -0.978
flagellar basal-body rod protein FlgB [Methylobacillus flagellatus KT]637938871 YP_ 546062
MFLAL955 2.949 2.949 Y un Y 22.505 22.505
flagellar basal-body rod protein FlgC [Methylobacillus flagellatus KT]637938872 YP_546063
MFLAL956 2.521 2.949 3.751 o7 Y Y to02E1 21901 22.560 23.268 0.354
flagellar hook capping protein [Methylobacillus flagellatus KT]637938873 YP_546064
MFLALesy 09 B2 5.874 5.561 6.726 o318 YJEJY 23261 24738 24.693 25.716 0.030
protein of unknown function DUF1078-like protein [Methylobacillus flageliatus KT]637938874 YP_ 546065
0.000 0.000 0.000 0.000
MFLA1958 | |1
Flagellar basal-body rod FlgF [Methylobacillus flagellatus KT]637938875 YP_546066
4.451 4.823 5.649 0653 YK Y 143E1 22094 22.692 23.424 -0.441
MFLA1959 .
Flagellar basal-body rod FlgG [Methylobacillus flagellatus KT]637938876 YP_546067
0.000 0.000 0.000 0.000
MFLA1960 . X . .-
flagellar L-ring protein [Methylobacillus flagellatus KT]637938877 YP_546068
1.668 1.668 Y Y 21.210 21.210
MFLA1961 - , o]
flagellar P-ring protein [Methylobacillus flagellatus KT]637938878 YP_546069
MFLA1962 0.931 0.931 i ook 19.976 19.976
Mannosy/-glycoprotein endo-beta-N-acetylglucosamidase [Methylobacillus flagellatus KT]637938879 YP_546070
MELAL963 3.621 4.147 4.908 o626 Y Y t75e1 21810 23.607 23.972 -0.460
Flagellar hook-associated protein [Methylobacillus flagellatus KT]637938880 YP_546071
3.621 4.893 5.393 0257 YR Y 287E2 20367 23.469 23.628 -2.100
MFLA1964
flagellin-like protein [Methylobacillus flagellatus KT]637938881 YP_ 546072
MFLAL965 3.967 4.790 5.437 0772 YR Y 42562 22753 23.913 24.446 -1.130
diguanylate phosphodiesterase (FAL dormain) [Methylobacillus flagellatus KT]637938882 YP_546073
MFLAL966 0.000 0.000 .- 0.000 0.000
flagellar biosynthetic protein FIiR [Methylobacillus flagellatus KT]637938883 YP_ 546074
MFLA1967 0.000 0.000 | ] | 0.000 0.000
fagellar biosynthetic protein FIIQ [Methylobacillus flagellatus KT]637938884 YP_546075
MFLA1968 0.000 0.000 .- 0.000 0.000
flagellar biosynthetic protein FIiP [Methylobacillus flagellatus KT]637938885 YP_546076
MFLA1969 0.000 0.000 | 0.000 0.000
" flagellar biosynthesis protein, FIiO [Methylobacillus flagellatus KT]637938886 YP_546077 """
1.000 1.000 Y Y 22.695 22.695
MFLA1970 o]

Flagellar motor switch FIINV [Methylobacillus flagellatus KT]637938887 YP_546078
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1971 3.147 2.529 3.871 0862 YXAKJXY 1.06E-1 21.955 22.483 23.243 -0.720 Y K]
flagellar motor switch protein FIIM [Methylobacillus flagellatus KT]637938888 YP_546079
MELAL072 3.601 2.941 4.364 1771 YRJEY Y 1541 21528 22.971 23.423 -0.378
flagellar basal body-associated protein FIIL [Methylobacillus flagellatus KT]637938889 YP_ 546080
MFLA1973 0.585 0.585 i ook 21.008 21.008
flagellar hook-length control protein [Methylobacillus flagellatus KT]637938890 YP_546081
0.000 0.000 0.000 0.000
MFLA1974 1
Flagellar export FIiJ [Methylobacillus flageliatus KT]637938891 YP_ 546082
0.521 1.322 1.976 0801 Y'Y 21.897 22.140 23.024 -0.243
MFLA1975 - -
ATPase FlilyYscl [Methylobacillus flagellatus KT]637938892 YP_546083
MFLA1976 0.000 0.000 | ] | 0.000 0.000
flagellar assembly protein FIiH [Methylobacillus flageliatus KT]637938893 YP_ 546084
MELAL977 4.424 4.630 5.531 0125 YR Y 179e1 21937 22.209 23.079 -0.167
flagellar motor switch protein FIIG [Methylobacillus flagellatus KT]637938894 YP_546085
3.591 2.505 4.148 1.076 Y Y 9.02E-2 22.152 21.451 22.843 0.741
MFLA1978 s , @]
flagellar M-ring protein FliF [Methylobacillus flagellatus KT]637938895 YP_ 546086
MFLA1979 3.173 2.516 3.882 -0.446 Y Y 242E-2 20.687 20.797 21.743 -1.112
flagellar hook-basal body complex protein (FIIE) [Methylobacilus flagellatus KT]637938896 YP_546087
MFLA1980 0.000 0.000 || 0.000 0.000
putative flagellar biosynthetic protein [Methylobacillus flagellatus KT7637938897 YP_ 546088
3.532 3.184 4.368 o3t6 Y Y 1o01E1 20605 20.104 21.376 0.648
MFLA1981
hypothetical protein [Methylobacillus flagellatus KT]637938898 YP_ 546089
0.000 0.000 0.000 0.000
MFLA1982 .-
flagellar protein FIIT [Methylobacillus flagellatus KT]637938899 YP_ 546090
0.000 0.000 0.000 0.000
MFLA1983 - | |1
flagellar protein FIIS [Methylobacillus flagellatus KT]637938900 YP 546091
MFLA1984 6.316 6.505 7.414 0320 YR Y 446E2 23.965 25.313 25.791 -1.270
flagellar hook-associated 2-/ike protein [Methylobacillus flagellatus KT]637938901 YP_ 546092
0.000 0.000 0.000 0.000
MFLA1985 | | | | ]
flagellar protein FlaG protein [Methylobacillus flagellatus KT]637938902 YP_ 546093
0 10.684 10.301  11.505 0383 Y Y to07e1 30769 30.207 31.515 0.452
MFLA1986
flagellin-like protein [Methylobacillus flagellatus KT]637938903 YP_ 546094
MFLA1987 2.739 2.739 ig e |e 21.126 21.126
" two component transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637938904 YP_ 546095 """
MFLAL98S 0.813 0.813 ig o |e 19.600 19.600
putative signal transduction histidine kinase [Methylobacillus flagellatus KT71637938905 YP_ 546096
0.000 0.000 0.000 0.000
MFLA1989 ., .-
7TonB-dependent receptor [Methylobacillus flagellatus KT]637938906 YP_ 546097
MFLA1990 3.066 3.066 ig e |e 20.950 20.950
putative regulatory ljpoprotein [Methylobacillus flageliatus KT]637938907 YP_ 546098
MFLA1991 0.000 0.000 | 0.000 0.000
protein of unknown function DUF1111 [Methylobacillus flagellatus KT7637938908 YP_546099
3.561 3.551 4.556 0480 YK Y 167E1 20315 20.816 21.587 -0.858
MFLA1992

Sulphate transporter [Methylobacillus flagellatus KT]637938909 YP_ 546100
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA1993 2.04 E-13 6.029 4.318 6.414 1.504 R (Y 1.36E-1 24.919 24.173 25.594 0.397 R
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637938910 YP_546101
MFLA1994 2.398 2.398 Y nn Y 22.890 22.890
protein of unknown function DUF779 [Methylobacillus flageliatus KT]637938911 YP 546102
SR 0 10.426 7.433 10.597 2.984 R Y 1.3 E-2 29.615 26.513 29.774 3.073
Lactaldehyde dehydrogenase [Methylobacillus flagellatus KT]637938912 YP_ 546103
MFLA1996 5.837 6.104 6.976 0202 YR Y 11e2 24323 25.054 25.734 -0.726
" transcriptional regulator, MerR family [Methylobacillus flagellatus KT]637938914 YP_546104 """
MFLALogy OS2 E13 5.725 6.937 7.454 -1155 G Y t4te2 24513 25.381 26.011 -0.874
" Integration host factor, aljpha subunit [Methylobacillus flagellatus KT7637938915 YP_546105 """
MFLA1998 6.119 6.569 7.361 0408 Y Y 929E2 25157 25.505 26.341 -0.364
" phenylalany/-tRNVA synthetase, beta subunit [Methylobacillus flagellatus KT]637938916 YP_546106 """
MELALogs 310 B2 5.922 5.476 6.716 0420 Y Y 1581 23706 24.088 24.910 -0.252
" phenylalany/-tRNA synthetase, alpha subunit [Methylobacillus flagellatus KT]637938917 YP_546107 """
5.165 4.056 5.714 0.844 Y Y 1.08E-2 27.550 26.572 28.143 0.994
MFLAZ000 o]0
ribosomal protein L20 [Methylobacillus flagellatus KT]637938918 YP_ 546108
1.98 E-6 5.206 4.729 5.987 1521 R Y 278e1 22454 23.451 24.037 0.026
MFLA2001
ribosomal protein L35 [Methylobacillus flagellatus KT]637938919 YP_546109
MFLAZ002 253 E 14 7.015 5.986 7.590 1231 R Y 4632 25580 26.112 26.871 -0.510
translation initiation factor IF-3 [Methylobacillus flagellatus KT77637938920 YP_ 546110
1.87 E-4 7.796 7.405 8.614 0372 YK Y 129E1 26104 26.447 27.286 -0.439
MFLA2003 .
threony/-tRNA synthetase [Methylobacillus flagellatus KT]637938921 YP 546111
3.692 3.540 4.618 o190 YRJEJY t98E1  23.035 23.326 24.188 -0.405
MFLA2004
hypothetical protein [Methylobacillus flagellatus KT]637938922 YP_546112
0.000 0.000 0.000 0.000
MFLA2005 i | ) ..
hypothetical protein [Methylobacillus flagelliatus KT]637938923 YP 546113
0.000 0.000 0.000 0.000
MFLAZ006 L
hypothetical protein [Methylobacillus flagelliatus KT]637938924 YP 546114
4.740 4.707 5.724 0047 YRJEJY o9.62E2 24010 23.839 24.927 0.184
MFLA2007 . .
UDP-glucose 4-epimerase [Methylobacillus flagellatus KT]637938925 YP_ 546115
MFLAZ008 0 8.578 9352  10.017 0757 GEJJY to07E2 27.065 28.298 28.809 -1.224
" dTDP-glucose 4, 6-defiydratase [Methylobacillus flagellatus KT]637938926 YP_ 546116 """
MFLA2009 TS ET 6.725 6.793 7.759 0062 YIJEJG 951E3 25522 26.994 27.438 -1.462
glucose-1-phosphate thymiaylyltransferase [Methylobacillus flagellatus KT]637938927 YP_546117
MELAZozo 12 EC 6.620 7.287 7.992 0665 G Y 3782 26522 26.969 27.763 -0.465
" dTDP-4-defydrorhamnose 3,5-epimerase [Methylobacillus flagellatus KT]637938928 YP 546118 """
MFLAZO11 O E! 6.203 6.074 7.140 0134 YOI Y 166E2 26444 26.767 27.614 -0.325
dTDP-4-dehydrorhamnose reductase [Methylobacillus flagellatus KT]637938929 YP_ 546119
MFLA2012 70 E 1T 7.167 7.888 8.572 0753 G Y 13562 2681t 27.776 28.373 -1.002
Mannose-1-phosphate guanylyltransrferase/imannose-6-phosphate isomerase [Methylobacillus flagellatus KT]637938930 YP_546120
4.43 E-2 5.911 6.310 7.124 -03%8 YIJEJG t12e7 24176 25.766 26.180 -1.590
MFLA2013 =
" glycosyltransferase, RIaG [Methylobacillus flagellatus KT]637938931 YP 546121 """
2.45 E-2 6.303 6.599 7.459 0325 YR Y 911E2 26.006 26.161 27.086 -0.162
MFLA2014

" glycoside hydrolase, family 5 [Methylobacillus flagellatus KT]637938932 YP_ 546122 """
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MFLA2015 4.799 4.194 5.528 0625 YXAKXY 2.16E-1 23.106 22.861 23.989 -0.041 Y K]
" glycosyl/ transferase, group 1 [Methylobacillus flageliatus KT]637938933 YP_546123 """
0.813 2.595 2.963 0764 YRJEJY 953E2  19.647 22.454 22.647 -1.728
MFLA2016 . .
" glycosyl transferase, family 2 [Methylobacillus flagellatus KT]637938934 YP_ 546124 """
MFLAZ01y  C31E3 5.056 5.726 6.429 070t Y s513E2 23821 24.925 25.476 -1.535
" glycosyl transferase, family 2 [Methylobacillus flagellatus KT]637938935 YP_546125 """
2.106 1.000 2.656 1.106 Y m Y 22.226 22.757 23.516 -0.530
MFLA2018
O-antigen polymerase [Methylobacillus flagellatus KT]637938936 YP_546126
6.144 5.679 6.931 0366 YJEJY t28E1 2479 25.025 25.915 -0.258
MFLA2019 ,
nitroreductase [Methylobacillus flagellatus KT7/637938937 YP_ 546127
MFLA2020 7.026 7.308 8.174 0419 YR Y 281E2 25909 26.673 27.341 -0.796
polysaccharide pyruvyl! transferase [Methylobacillus flagellatus KT]637938938 YP_546128
MFLA2021 1.106 0.000 1.656 1.106 Y un Y 20.761 18.104 20.974 2.657
polysaccharide biosynthesis protein [Methylobacillus flagellatus KT]637938939 YP_ 546129
4.087 4.435 5.272 0325 YIJEJY 12861 23860 24.209 25.045 -0.422
MFLA2022
hypothetical protein [Methylobacillus flagelliatus KT]637938940 YP_ 546130
0.000 0.000 0.000 0.000
MFLAZ023 |1
hypothetical protein [Methylobacillus flagellatus KT]637938941 YP_546131
0 7.376 8.437 9.002 -1079 G Y 487E2 26292 27.254 27.852 -1.241
MFLA2024 - . = -
Protein-tyrosine kinase [Methylobacillus flagellatus KT]637938942 YP 546132
MFLA2025 7.380 7.747 8.575 0452 YK Y 138E2  27.001 27.780 28.442 -0.786
ljpopolysaccharide biosynthesis [Methylobacillus flagellatus KT]637938943 YP 546133
MFLA2026 0 6.785 7.925 8.465 -1150 G Y 244e2 2737t 27.825 28.616 -0.468
polysaccharide export protein [Methylobacillus flagellatus KT]637938944 YP_ 546134
5.73 E-6 7.968 8.389 9.194 -0.427 Y nn Y 1.01E-2  28.563 29.019 29.809 -0.455
MFLA2027 = = .
hypothetical protein [Methylobacillus flagelliatus KT]637938945 YP_ 546135
6.62 E-2 5.719 5.326 6.536 030 YR Y 66E2 23863 24.469 25.198 -0.728
MFLA2028
sugar transferase [Methylobacillus flagellatus KT]637938946 YP_546136
5.549 0.931 5.607 3556 YJEJY t26E1 24671 21.388 24.812 1.960
MFLA2029 : . .
hypothetical protein [Methylobacillus flagellatus KT]637938947 YP_546137
0.000 0.000 0.000 0.000
MFLAZ030 L
Abortive infection protein [Methylobacillus flagellatus KT]637938948 YP_ 546138
MFLA2031 0.000 0.000 .- 0.000 0.000
" TonB-dependent receptor, plug [Methylobacillus flagellatus KT]637938949 YP_546139 """
3.913 4.625 5.312 o311 YJEJY t96E1 2078t 21.633 22.269 0.180
MFLA2032 =
20G-Fe(1l) oxygenase [Methylobacillus flagellatus KT]637938951 YP_ 546140
MFLA2033 3.162 3.162 Y nn Y 20.844 20.844
Pyridoxal-dependent decarboxylase [Methylobacillus flagellatus KT]637938952 YP_ 546141
0 7.079 8.176 8.729 1144 G Y 7.05e2 28918 29.390 30.173 -0.524
MFLA2034 . - =
" MxaD protein, putative [Methylobacillus flagellatus KT]637938953 YP_ 546142 """
2.62 E-6 5.530 4.090 5.983 1402 R Y 149e2 24662 23.518 25.200 1.139
MFLA2035 = = .
" Mxal protein, putative [Methylobacillus flagellatus KT]637938954 YP 546143 """
4.517 4.557 5.537 003 YR Y 57182 24792 23.698 25.346 1.138
MFLA2036

hypothetical protein [Methylobacillus flagellatus KT]637938955 YP_ 546144
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log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2037 4.940 3.643 5.433 1.057 YEJXKAY 7.24E-2 24.347 21.931 24.595 1.992 Y K]
" von Willebrand rfactor, type A [Methylobacilus flagellatus KT]637938956 YP_546145 """
1.39 E-2 5.753 5.406 6.590 0347 YK Y 644E2 25216 24.408 25.868 0.938
MFLA2038 = = .
hypothetical protein [Methylobacillus flagellatus KT]637938957 YP 546146
7.88 E-8 5.596 3.684 5.936 1882 R Y o953E2 23.060 21.451 23.469 1.253
MFLA2039
hypothetical protein [Methylobacillus flagellatus KT]637938958 YP_ 546147
MFLA2040 8.101 7.931 9.019 o8t YR Y 207E1 27735 27.822 28.779 -0.069
" ATPase associated with various cellular activities, AAA_3 [Methylobacillus flagellatus KT]637938959 YP_ 546148 """
MFLA2041 0 6.289 4.926 6.763 2365 R Y 314e2 27309 26.161 27.846 2.192
" methanol dehydrogenase, beta subunit [Methylobacillus flagellatus KT1637938960 YP_ 546149 """
2.64 E-9 7.338 7.955 8.679 062 Y 7522 28994 29.473 30.253 -0.563
MFLA2042
" cytochrome c, class I [Methylobacillus flagellatus KT]637938961 YP_ 546150 """
MFLAzoqs 30 E 8.645 8.362 9.510 o200 YR Y t14E1 29761 29.453 30.615 0.265
" extracellular solute-binding protein, amily 3 [Methylobacillus flageliatus KT]637938962 YP_ 546151 """
0 12.179 11.631 12.931 0.527 R Y 5.65E-2 33.159 32.644 33.924 0.489
MFLA2044 [ ]o]
Pyrrolo-quinoline guinone [Methylobacillus flagellatus KT]637938963 YP_ 546152
MFLA2045 3.9E-2 5.130 4.705 5.933 o414 YJEJY 187E1 23308 22.974 24.151 0.479
NAD-dependent epimerase/dehydratase [Methylobacilus flagellatus KT]637938964 YP_546153
4.974 4.850 5.914 o126 Y Y t76E1 24202 23.860 25.041 0.490
MFLA2046 =
NUDIX hydrolase [Methylobacilus flagellatus KT]637938965 YP 546154
0.000 0.000 0.000 0.000
MFLA2047 .-
hypothetical protein [Methylobacillus flagellatus KT]637938966 YP_ 546155
MFLA2048 0.000 0.000 .- 0.000 0.000
" Proton-translocating NADH-quinone oxidoreductase, chain NV [Methylobacillus flagellatus KT]637938967 YP_546156 """
MFLA2045 0.000 0.000 | 0.000 0.000
" proton-transfocating NADH-quinone oxidoreductase, chain M [Methylobacillus flagellatus KT]/637938968 YP_ 546157 """
MFLA2050 0.000 0.000 | ] | 0.000 0.000
" proton-transfocating NADH-quinone oxidoreductase, chain L [Methylobacillus flagellatus KT]637938969 YP_ 546158 """
MFLA2051 0.000 0.000 .- 0.000 0.000
" NVADH-ubiquinone oxidoreductase, chain 4L [Methylobacillus flagellatus KT]637938970 YP_546159 """
MFLA2052 1.843 1.843 Y nn Y 18.958 18.958
" NVADH-ubiguinone/plastoguinone oxidoreductase, chain 6 [Methylobacillus flagellatus KT]637938971 YP_546160 """
MFLA2053 4.435 2.226 4.717 229 Y Y 25282 23237 20.011 23.383 3.199
" NVADH-quinone oxidoreductase, chain I [Methylobacillus flagellatus KT]637938972 YP_ 546161 """
MFLA2054 0.000 0.000 .- 0.000 0.000
" respiratory-chain NADH dehydrogenase, subunit 1 [Methylobacilus flagellatus KT7637938973 YP_ 546162 """
MFLA2055 0 7.877 4.895 8.049 2818 R Y 26782 27204 23.252 27.294 3.842
" MADH-quinone oxidoreductase, chain G [Methylobacillus flagellatus KT]637938974 YP 546163 """
MFLA2056 0 6.870 3.453 6.999 3443 R R 7973 25675 21.748 25.766 4.013
" NVADH-quinone oxidoreductase, F subunit [Methylobacillus flagellatus KT]637938975 YP_546164 """
MELA2057 4.053 1.000 4.218 1863 YJEJY 5842 24090 20.077 24.177 2.992
" NVADH-quinone oxidoreductase, £ subunit [Methylobacillus flagellatus KT/637938976 YP_ 546165 """
0 6.312 2.372 6.403 3964 REJIR 4784 25915 21.202 25.969 4.751
MFLA2058

" NVADH dehydrogenase 1, D subunit [Methylobacillus flagellatus KT]637938977 YP_ 546166 """
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log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2059 4.682 4.682 YA Y 23.772 23.772 Y K]
" NVADH (or F420H2) dehydrogenase, subunit C [Methylobacillus flagellatus KT]637938978 YP_546167 """
MELA2060 4.120 2.871 4.627 1251 YIJEJ Y 261E2 23320 21.081 23.597 2.380
" NVADH-quinone oxidoreductase, B subunit [Methylobacillus flagellatus KT]637938979 YP_ 546168 """
MFLA2061 0.000 0.000 | ] | 0.000 0.000
" NADH-ubiguinone/plastoguinone oxidoreductase, chain 3 [Methylobacillus flagellatus KT]637938980 YP_ 546169 """
0.000 0.000 0.000 0.000
MFLA2062 .-
hypothetical protein [Methylobacillus flagellatus KT]637938981 YP_546170
MFLA2063 0.000 0.000 | 0.000 0.000
" preprotein transfocase, SecG subunit [Methylobacillus flagellatus KT]637938983 YP_546171 """
2.983 3.140 4.064 0857 YK Y 228€2 22747 22.993 23.875 0.754
MFLA2064 i i :
Triosephosphate isomerase [Methylobacillus flagellatus KT]637938984 YP_ 546172
MFLA2065 2.980 2.459 3.743 0.521 Y un Y 20.050 20.351 21.208 -0.301
single-stranded-DNA-specific exonuclease Recl [Methylobacillus flagellatus KT]637938985 YP_546173
1.843 1.843 Y Y 18.925 18.925
MFLAZ066 o]0
hypothetical protein [Methylobacillus flagelliatus KT]637938986 YP_ 546174
MFLA2067 0.000 0.000 Y nn Y 19.484 19.484
" phosphohistidine phosphatase, SixA [Methylobacillus flagellatus KT]637938987 YP_ 546175 """
MELA2068 5.004 3.871 5.546 tiis YR Y 7782 23143 22.645 23.916 0.517
putative partition-related protein [Methylobacillus flagellatus KT7637938988 YP_ 546176
4.872 3.517 5.348 1391 Y Y 274E2 23585 22.168 24.044 1.377
MFLA2069
adenylate cyclase [Methylobacillus flagellatus KT]637938989 YP_546177
0.000 0.000 0.000 0.000
MFLA2070 1
hypothetical protein [Methylobacillus flagellatus KT]637938990 YP_546178
3.341 3.505 4.425 -0.167 Y Y 5.51E-2 21.709 22.346 23.062 -0.698
MFLAZ071 , o]0
TrkA-N [Methylobacillus flagelliatus KT]637938991 YP 546179
MFLA2072 1.106 1.106 Y nn Y 19.198 19.198
Class I peptide chain release rfactor [Methylobacillus flagellatus KT]637938992 YP_546180
4.714 3.866 5.352 oo YJER t97e3 23242 22.622 23.965 0.620
MFLA2073 = = =
Leucy! aminopeptidase [Methylobacillus flagellatus KT]637938993 YP_ 546181
MFLAZ07a 075 E° 8.345 8.800 9.590 0461 YIJEJY t16E1 27734 28.099 28.928 -0.475
" 2-ox0-aclid dehydrogenase £1 component, homodimeric type [Methylobacillus flagellatus KT]637938994 YP_ 546182 """
MFLAZo7s 2% B2 6.954 7.117 8.038 0180 YRJEJY 2782 26405 26.819 27.627 -0.425
catalytic domain of components of various dehydrogenase complexes [Methylobacillus flagellatus KT]637938995 YP_ 546183
MELAZo76 B2 E2 6.483 6.471 7.477 oots YJEJY 6732 26.014 26.379 27.208 -0.354
Dihydroljpoamide dehfydrogenase [Methylobacilus flagellatus KT7637938996 YP_ 546184
3.106 4.520 4.980 0076 YRIEJY 157E1 21259 23.990 24.193 -0.959
MFLA2077
hypothetical protein [Methylobacillus flagellatus KT]637938997 YP_ 546185
0.000 0.000 0.000 0.000
MFLAZ078 L
hypothetical protein [Methylobacillus flagellatus KT]637938998 YP_546186
2.906 3.254 4.091 0410 YR Y 254E2 21297 23.977 24.186 -2.605
MFLA2079 = = .
hypothetical protein [Methylobacillus flagelliatus KT]637938999 YP 546187
1.813 2.700 3.324 -0.887 Y nn Y 19.337 20.762 21.219 -1.425
MFLA2080

" putative transcriptional acitvator, Bar [Methylobacillus flagellatus KT]637939000 YP 546188 """
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log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
MFLAZ081 3.106 3.106 YA Y 20.435 20.435 Y K]
Blotin--acety/-CoA-carboxylase ligase [Methylobacillus flagellatus KT]637939001 YP_ 546189
3.33 E-2 7.133 7.331 8.235 0214 YRJEJY 206E2 26102 27.015 27.630 -0.974
MFLA2082 5 ,
glutaminy/l-tRNA synthetase [Methylobacillus flagellatus KT]637939002 YP 546190
MFLA2083 2.906 0.931 3.233 0736 YIJEJY 68562 19934 20.172 21.058 -1.329
" flavin reductase-like, FMN-binding [Methylobacillus flagellatus KT7637939003 YP_546191 """
0.000 0.000 0.000 0.000
MFLA2084 |1
hypothetical protein [Methylobacillus flagellatus KT]637939004 YP_546192
MFLA208S 1.807 1.807 Y nn Y 18.942 18.942
peptide methionine sulfoxide reductase [Methylobacillus flageliatus KT]637939005 YP 546193
MFLA2086 1.521 0.000 1.952 1.521 Y nn Y 19.060 20.827 21.199 -1.767
" Cobyrinic acid a, c-diamide synthase [Methylobacillus flagellatus KT]637939006 YP_ 546194 """
MELA2087 1.967 1.585 2.788 0626 YJEJY o964E2 21731 18.808 21.910 1.832
3-deoxy-D-manno-octulosonate cytiaylyltransferase [Methylobacillus flagellatus KT]637939013 YP_546195
MFLAZO08S 4.060 5.196 5.737 1136 Y Y 196E1 25294 25.228 26.261 0.068
protein of unknown function DUF343 [Methylobacillus flagellatus KT]637939014 YP_ 546196
MFLA2089 4.370 4.679 5.533 0454 YRJEJY o9.18E2 22549 23.132 23.870 -0.610
tetraacyldisaccharide 4-kinase [Methylobacillus flagellatus KT]637939015 YP_546197
MELA2080 3.899 5.145 5.653 1241 YR Y 189E2 22593 23.495 24.113 -0.922
Lipid A export ATP-binding/permease protein MsbA [Methylobacillus flagellatus KT]637939016 YP_ 546198
MFLAZO91 230 E© 5.672 4.098 6.090 1579 R Y 1532 24688 23.889 25.343 0.799
Blopolymer transport protein ExbD/TolR [Methylobacillus flagellatus KT]637939017 YP 546199
MFLA2092 12t EZ 6.402 6.459 7.431 002 YR Y 134e1 25701 25.853 26.779 -0.174
MotA/TolQ/ExDB proton channel [Methylobacilus flagellatus KT]637939018 YP_546200
MFLA2093 0.000 0.000 | 0.000 0.000
DINA internalization-related competence protein ComEC/Rec2 [Methylobacillus flagellatus KT]637939019 YP_ 546201
MFLA2094 4.413 2.871 4.839 154 Y Y 24261 22492 22.390 23.442 -0.051
" Lijpoprotein releasing system, ATP-binding protein [Methylobacillus flagellatus KT]637939020 YP_546202 """
MELA2095 3.159 2.941 4.054 -0.001 YIJER 7.12e3 21644 21.131 22.410 0.512
" Lijpoprotein releasing system, transmembrane protein, Lo/C/E family [Methylobacillus flagellatus KT]637939021 YP_ 546203 """
2.521 4.086 4.506 0175 YR Y t46E1 19724 23.629 23.722 -1.871
MFLA2096
hypothetical protein [Methylobacillus flagellatus KT]637939022 YP 546204
MFLA2097 2.691 2.668 3.679 0.022 Y nn Y 21.040 20.974 22.007 0.066
" riboflavin synthase, alpha subunit [Methylobacillus flagellatus KT]637939023 YP_546205 """
MFLAzoss 12 E 6.067 6.598 7.357 0616 G Y 478e2 24.8% 25.493 26.225 -0.639
" 3, 4-dihydroxy-2-butanone 4-phosphate synthase [Methylobacillus flagellatus KT]637939024 YP_ 546206 """
MFLA2099 3.718 4.548 5.192 0817 YRIKJY 57782 22869 24.192 24.677 -2.146
protein of unknown function DUF179 [Methylobacillus flagellatus KT]637939025 YP 546207
MFLA2100 1.322 1.322 Y m Y 21.053 21.053
Holliday junction resolvase YqgF [Methylobacillus flageliatus KT]637939026 YP_ 546208
5.405 5.975 6.718 0533 YIJEJG 47E4 24174 25.237 25.801 -1.064
MFLA2101 : .
phosphoribosy/ltransferase [Methylobacillus flagellatus KT]637939027 YP_ 546209
1.06 E-3 6.547 7.012 7.798 0466 YJEJY 962E2 25414 25.711 26.570 -0.309
MFLA2102

aspartate carbamoy/transrerase [Methylobacillus flagellatus KT]637939028 YP_546210
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MFLA2103 1.77 E-7 5.367 6.408 6.980 -1.066 G (Y 2.06E-2 24.442 25.539 26.093 -1.164 G
" difiydroorotase, multifunctional complex type [Methylobacillus flagellatus KT]637939029 YP 546211 """
S e 0.000 0.000 0.000 0.000
Twin-arginine translocation pathway signal [Methylobacillus flagellatus KT]637939030 YP_ 546212
MFLA2105 0.000 0.000 0.000 0.000
Integral membrane protein TerC [Methylobacillus flagellatus KT]637939031 YP_546213
4.246 2.923 4.731 o625 YR Y 207E1 22032 22.473 23.269 -1.385
MFLA2106 — = . =
twitching motility protein [Methylobacillus flagellatus KT]637939032 YP_ 546214
5.966 5.510 6.756 042 Y Y 248E1 24703 24.758 25.731 -0.063
MFLA2107 — = = .
twitching motility protein [Methylobacillus flagellatus KT7637939033 YP_ 546215
MFLA2108 4.922 4.251 5.625 o664 Y Y 15682 22851 23.587 24.265 -0.759
Protein of unknown function UPFO001 [Methylobacillus flagellatus KT]637939034 YP_ 546216
MELA2109 1.106 4.071 4.245 -1904 YR Y 276E2  22.003 24.179 24.468 -1.176
pyrroline-5-carboxylate reductase [Methylobacilus flagellatus KT]637939035 YP_ 546217
MFLA2110 0.000 0.000 | 0.000 0.000
protein of unknown function YGGT [Methylobacillus flagellatus KT]637939036 YP_546218
MFLAziy O3 E2 5.535 5.156 6.358 037 YJEJ Y 133E1 25461 25.116 26.299 0.296
" NVADP oxidoreductase, coenzyme F420-dependent [Methylobacillus flagellatus KT]637939037 YP_ 546219 """
MFLA2112 OO E LT 5.826 3.162 6.037 2655 R Y to3e2 25167 21.597 25.284 3.547
" ribonuclease, Rne/Rng family [Methylobacillus flagellatus KT]637939038 YP_ 546220 """
0.521 0.931 1.741 -0.411 Y nn Y 20.795 19.965 21.439 0.830
MFLA2113
mar protein [Methylobacillus flagellatus KT]637939039 YP_546221
1.12 E-1 4.660 5.271 5.998 0671 YRJEJY 241E1 24635 24.712 25.674 -0.167
MFLA2114
NUDIX hydrolase [Methylobacillus flagellatus KT]637939040 YP_ 546222
MFLA2izs O E3 5.717 6.211 6.985 0527 GERJJY 3782 24489 24.908 25.714 -0.433
RNVA (5-methylaminomethyl-2-thiouriadylate)-methyltransferase [Methylobacillus flagellatus KT]637939041 YP 546223
MFLA2116 4.888 5.019 5.955 0130 YR Y 118E2  24.062 25.305 25.814 -1.260
glutathione S-transferase-like protein [Methylobacillus flagellatus KT]637939042 YP_ 546224
MELA2117 2.923 3.240 4.090 0667 YLJEJG 883E3 21852 22.981 23.524 -1.140
nicotinate-nucleotide pyrophosphorylase [Methylobacillus flagellatus KT]637939043 YP_546225
MFLA2118 4.126 3.162 4.723 o84t Y Y 707e2 22747 22.116 23.466 0.733
type I secretion system protein £ [Methylobacillus flagellatus KT]637939044 YP_ 546226
MFLA2115 8.830 9.293  10.080 0401 YR Y 119e1  27.740 28.188 28.981 -0.643
" gcetolactate synthase, large subunit, biosynthetic type [Methylobacillus flagellatus KT]637939045 YP_546227 """
MFLA2120 53 BT 6.832 7.412 8.151 0751 G Y 3172 26181 27.046 27.678 -0.878
" gcetolactate synthase, small subunit [Methylobacillus flagellatus KT]637939046 YP_ 546228 """
9.853 10.467  11.193 0847 YJEJG 458E3 28889 29.963 30.524 -1.083
MFLA2121
ketol-acid reductorisomerase [Methylobacillus flagellatus KT]637939047 YP_ 546229
MFLA2122 4.115 5.139 5.716 1114 YR Y 309E2 22418 23.297 23.923 -0.953
Phosphatiayiserine decarboxylase [Methylobacillus flagellatus KT]637939048 YP_ 546230
3.038 1.471 3.457 1.286 Y Y 8.19E-2 20.902 21.980 22.539 -1.391
MFLAZ123 | o]0
NUDIX hydrolase [Methylobacillus flagellatus KT71637939049 YP_ 546231
7.38 E-2 5.060 5.139 6.100 003 YRIEY 1t41e1  247% 24.428 25.620 0.259
MFLA2124

40-residue YVTIV beta-propeller repeat [Methylobacillus flagellatus KT]637939050 YP_546232
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2125 6.300 5.844 7.090 0430 YXAKXY 1.69E-1 26.285 26.205 27.245 0.090 Y K]
MxaD gene proauct [Methylobacillus flagellatus KT]637939051 YP_ 546233
5.981 6.239 7.116 0597 YR Y 925E2 26952 27.425 28.208 -0.553
MFLA2126 ) y
methylation [Methylobacillus flagellatus KT7637939052 YP_ 546234
0.000 0.000 0.000 0.000
MFLA2127 .-
hypothetical protein [Methylobacillus flagellatus KT]637939053 YP_ 546235
0.000 0.000 0.000 0.000
MFLA2128 - - - .-
beta-lactamase-like protein [Methylobacillus flagellatus KT]637939054 YP_546236
3.259 3.259 Y Y 20.411 20.411
MFLAZ129 | @)@
adenylate/guanylate cyclase [Methylobacillus flagellatus KT]637939055 YP_ 546237
3.600 2.585 4.180 0126 YR Y 914E2 23308 21.857 23.758 0.442
MFLA2130
Carboxylesterase [Methylobacillus flagellatus KT]637939056 YP_ 546238
MFLA2131 0.000 0.000 .- 0.000 0.000
" exodeoxyribonuclease VII, small subunit [Methylobacillus flagellatus KT]637939057 YP_546239 """
1.84 E-2 4.347 5.479 6.022 -1.197 Y Y 1.69E-2 23.674 25.412 25.790 -1.712
MFLAZ132 o]
Polypreny! synthetase [Methylobacillus flagellatus KT]637939058 YP_ 546240
MFLA2133 1Y EP 5.534 6.349 6.999 0919 G Y 4782 24561 25.728 26.260 -1.377
deoxyxylulose-5-phosphate synthase [Methylobacillus flagellatus KT]637939059 YP_546241
MELA2134 0 6.765 7.792 8.368 -1094 G Y 134E2 26369 27.963 28.376 -1.796
protein of unknown function DUF198 [Methylobacillus flageliatus KT]637939060 YP 546242
MFLA2135 0.000 0.000 | ] | 0.000 0.000
" conserved hypothetical protein, predicted peptidase aspartic ramily [Methylobacillus flagellatus KT]637939061 YP_ 546243 """
MFLA2136 0.000 0.000 .- 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939062 YP_ 546244
6.65 E-2 6.564 6.652 7.609 -0.093 Y Y 2.88E-2 24.922 25.556 26.274 -0.649
MFLAZ137 O , o]
Chorismate synthase [Methylobacillus flagellatus KT7637939063 YP_546245
MFLA2138 1.521 2.095 2.836 0555 YR Y 134E1 200910 21.219 22.073 0.921
" Pseudouridine synthase, Rsu [Methylobacillus flagellatus KT]637939064 YP_546246 """
MFLAz1ze 30 ES 8.670 8.328 9.509 0345 Y Y 157E1 26858 27.137 28.005 -0.400
/socitrate/isopropylmalate dehydrogenase [Methylobacillus flagellatus KT]637939065 YP_ 546247
MFLA2140 10.894 10.644  11.774 o042 Y Y 254E1 28327 28.400 29.364 -0.036
cold-shock DNA-binding domain protein [Methylobacillus flagellatus KT]637939066 YP_546248
MFLA2141 4.556 5.143 5.879 0698 YIJEJY 206E1 23611 23.585 24.598 0.024
type II secretion system protein £ [Methylobacillus flagellatus KT]637939067 YP_546249
MFLA2142 4.066 3.962 5.015 oooo YR Y 204E1 22197 22.451 23.330 -0.439
type 11 secretion system protein [Methylobacilus flagellatus KT]637939068 YP_ 546250
MFLAZ1a3 S O2E2 6.478 6.698 7.592 019t YR Y 914E2 26450 26.381 27.416 0.071
putative thiol:disulphide interchange protein [Methylobacillus flagellatus KT]637939069 YP 546251
MFLA2144 2.761 4.044 4.540 -1as6 Y Y 267E1 23114 23.070 24.092 -0.224
" Ublquinone biosynthesis hydroxylase, UbitH/UbiF/VisC/COQ6 family [Methylobacillus flagellatus KT]637939070 YP_546252 """
MELA2145 4.888 4.886 5.887 oo YR Y t76E1  22.4% 22.880 23.701 -0.734
" Ublquinone biosynthesis hydroxylase, Ubif/UbiF/VisC/COQ6 family [Methylobacillus flagellatus KT]637939071 YP_ 546253 """
3.353 4.067 4.754 1239 YK Y 993E2 22026 23.246 23.761 -1.337
MFLA2146

peptidase M24 [Methylobacillus flagellatus KT]637939072 YP_ 546254
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
LA 4.864 4.979 5.922 -0.114 YQCILAY 1.16E-1 23.885 24.334 25.127 -0.636 Y K]
Nucleotiay! transferase [Methylobacillus flagellatus KT]637939073 YP_546255
MELA2148 4.804 4.268 5.561 0436 Y Y t98E1  24.007 24.350 25.189 -0.363
aminoglycoside phosphotransterase [Methylobacillus flagellatus KT1637939074 YP_ 546256
MFLAZ1ge 08 E3 6.224 6.668 7.463 043 Y Y 1to1E1 25191 25.455 26.329 -0.294
Organic solvent tolerance protein [Methylobacillus flagellatus KT]637939075 YP_ 546257
MFLA21s0 3L E7 6.937 7.547 8.274 0633 GRIJY 2782 25493 26.274 26.936 -0.841
PpiC-type peptidyl-proly/ cis-trans isomerase [Methylobacillus flagellatus KT]637939076 YP_546258
MFLAZ151 2.937 2.226 3.625 0736 Y Y t12e1 21204 21.655 22.447 -0.424
4-hydroxythreonine-4-phosphate dehydrogenase [Methylobacillus flageliatus KT]637939077 YP 546259
MFLA2152 2.106 4.129 4.446 099 Y Y 13E1 20555 24.580 24.666 -2.528
dimethyladenosine transferase [Methylobacillus flagellatus KT]637939078 YP_ 546260
1.05 E-1 7.008 7.147 8.079 0133 YIJEJY 69E2 27646 27.831 28.742 -0.188
MFLA2153 . .
adenylate kinases [Methylobacillus flagellatus KT]637939079 YP_546261
MFLA2154 4.461 4.835 5.660 0201 YR Y 139E2 22529 23.775 24.283 -1.231
methyl-accepting chemotaxis sensory transaucer [Methylobacillus flagellatus KT71637939080 YP_546262
1.21 E-7 7.373 7.926 8.676 0555 GJEJG 992e3 26314 27.336 27.914 -1.047
MFLA2155
leucyl-tRNA synthetase [Methylobacillus flageliatus KT]637939081 YP_ 546263
3.106 5.194 5.499 -1065 YEJEJY 685E2 21668 24.317 24.530 -1.627
MFLA2156 . = -
Rare ljpoprotein B [Methylobacillus flagellatus KT]637939082 YP_ 546264
MFLA2157 3.364 2.595 4.030 o786 YIJEJY 228E1 21565 21.433 22.501 0.271
" DIVA polymerase II1, delta subunit [Methylobacillus flagellatus KT]637939083 YP_ 546265 """
MFLA2158 7.884 8.351 9.136 0558 Y Y 1o04e1 25922 26.318 27.134 -0.489
gamma-glutamy/ phosphate reauctase [Methylobacillus flagellatus KT]637939084 YP_ 546266
MFLA2156 0.000 0.000 | 0.000 0.000
putative nicotinate-nucleotide adenylyltransterase [Methylobacillus flagellatus KT71637939085 YP_ 546267
0.000 0.000 0.000 0.000
MFLAZ160 L
dethiobiotin synthase [Methylobacillus flagellatus KT]637939086 YP_ 546268
MELA2L61 3.066 4.479 4.939 -1519 YR Y 19E2 20600 22.554 22.885 -1.912
Blotin biosynthesis protein BioC [Methylobacilus flagellatus KT]637939087 YP_546269
3.523 3.523 Y Y 23.022 23.022
MFLAZ162 o]0
bioH protein [Methylobacillus flagellatus KT]637939088 YP_546270
MFLA2163 2.328 2.816 3.593 o570 YR Y 459E2 18919 21.848 22.026 -1.922
&-amino-7-oxononanoate synthase [Methylobacillus flagellatus K7]637939089 YP_ 546271
3.761 4.702 5.307 -1078 YRJEJG 89E3 22523 23.772 24.279 -1.269
MFLA2164 .
blotin synthase [Methylobacillus flagellatus KT]637939090 YP_ 546272
0.000 0.000 0.000 0.000
MFLAZ165 L
hypothetical protein [Methylobacillus flagellatus KT]637939091 YP 546273
0.000 0.000 0.000 0.000
MFLAZ166 1
putative ljpoprotein [Methylobacillus flagellatus KT]637939092 YP_ 546274
MFLA2167 0.000 0.000 | 0.000 0.000
protein of unknown function DUFE1 [Methylobacillus flagellatus KT]637939093 YP_ 546275
0.000 0.000 0.000 0.000
MFLAZ168 L

beta-/lactamase-like protein [Methylobacillus flagellatus KT]637939094 YP_546276
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
2.816 2.816 Y Y 22.304 22.304 Y
MFLA2169 d A o
cyanate lyase [Methylobacillus flagellatus KT]637939095 YP_546277
MFLA2170 0.813 0.813 ig o |e 18.483 18.483
nitrate transport ATP-binding subunits C and D [Methylobacillus flagellatus KT7637939096 YP_ 546278
0.000 0.000 0.000 0.000
MFLA2171
nitrate transport permease [Methylobacillus flagellatus KT7637939097 YP_546279
MFLA2172 3.341 3.315 4.328 002t YRJEJY 274E1 21463 21.476 22.469 0.108
" putative nitrate transporter component, nritA [Methylobacilus flagellatus KT71637939098 YP_546280 """
MFLA2173 0.000 0.000 | 0.000 0.000
Rubredoxin-type Fe(Cys)4 protein [Methylobacillus flageliatus KT]637939099 YP 546281
MFLAZ174 0.000 0.000 | ] | 0.000 0.000
putative acy/l-CoA dehydrogenase [Methylobacillus flagelliatus KT]637939100 YP_ 546282
0.000 0.000 0.000 0.000
MPLAZIZS | N
OsmC-/ike protein [Methylobacilus flagellatus KT7637939101 YP_546283
MFLA2176 3.294 2.562 3.974 0655 Y Y 2281 21223 21.074 22.150 0.314
" transcriptional regulator, VifA subfamily, Fis Family [Methylobacillus flagellatus KT]637939102 YP_ 546284 """
0.000 0.000 0.000 0.000
MFLA2177 .-
hypothetical protein [Methylobacillus flagellatus KT]637939103 YP_546285
0.000 0.000 0.000 0.000
MFLAZ178 - | L
hypothetical protein [Methylobacillus flagellatus KT]637939104 YP_ 546286
4.762 4.762 Y Y 21.416 21.416
MFLA2179 nn
hypothetical protein [Methylobacillus flagellatus KT]637939105 YP_ 546287
0.000 0.000 0.000 0.000
MFLAZ180 L
hypothetical protein [Methylobacillus flagellatus KT]637939106 YP_546288
0.000 0.000 0.000 0.000
MFLA2181 i | ; ..
hypothetical protein [Methylobacillus flagelliatus KT]637939107 YP_ 546289
MFLA2182 0.000 0.000 | ] | 0.000 0.000
" RVA methyltransferase TrmH, group 2 [Methylobacillus flagellatus KT]637939108 YP_546290 """
MFLAz1ss 107 B2 6.378 5.916 7.165 o451 Y Y 242E1 25099 25.160 26.130 -0.052
Glycero/l-3-phosphate dehydrogenase (NVAD(P)+) [Methylobacillus flagellatus KT]637939109 YP_ 546291
MFLA2184 3.430 3.893 4.680 0626 YIJEJY 26661 23559 23.610 24.585 -0.354
protein of unknown function DUF1058 [Methylobacillus flagellatus KT7637939110 YP_ 546292
0 7.224 8.243 8.821 -1051 G Y 84E2 28958 29.575 30.299 -0.591
MFLA2185 i i .
protein-export protein SecB [Methylobacillus flagellatus KT]637939111 YP_546293
3.674 3.404 4.546 o264 Y Y s547E2 21923 23.532 23.941 -1.533
MFLA2186 i y
" Glutaredoxin, GrxC [Methylobacillus flagellatus KT]637939112 YP 546294 """
2.52 E-11 6.901 5.797 7.452 1158 R Y 1ote1 24646 24.815 25.733 -0.104
MFLA2187
Rhodanese-like protein [Methylobacillus flagellatus KT]637939113 YP 546295
MFLA21gs 0% E1S 7.108 7.994 8.618 0880 GJEJY s826E2 26440 26.925 27.703 -0.585
" phosphoglycerate mutase, 2,3-bisphosphoglycerate-independent [Methylobacillus flagellatus KT]637939114 YP_ 546296 """
2.674 3.857 4.384 1180 YR Y ti16E1 21948 21.625 22.796 0.274
MFLA2189 = .
peptidase M238B [Methylobacillus flagellatus KT]637939115 YP 546297
3.081 3.081 Y Y 17.037 17.037
MFLAZ190 @]®

protein of unknown function UPFO047 [Methylobacillus flagellatus KT]637939116 YP_546298
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2191 3.532 2.505 4.108 0994 YQKIAKARY 3.82E-2 23.458 21.848 23.867 1.546 Y K]
hypothetical protein [Methylobacillus flagellatus KT]637939117 YP_546299
0.000 0.000 0.000 0.000
MFLA2192 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637939118 YP 546300
1.843 1.843 Y Y 21.607 21.607
MFLA2193 : nn
7TonB-dependent receptor [Methylobacillus flagellatus KT]637939119 YP 546301
MFLA2194 0.000 0.000 || 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637939120 YP_546302
MFLA2195 0.000 0.000 | 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT7637939121 YP_ 546303
2.691 2.691 Y Y 19.534 19.534
MFLAZ196 o]0
" cytochrome c, class I [Methylobacillus flagellatus KT]637939122 YP 546304 """
3.03 E-2 6.317 6.407 7.363 -0.088 Y CJER 61963 26744 25.908 27.386 0.835
MFLA2197 = = =
hypothetical protein [Methylobacillus flagellatus KT]637939123 YP_546305
7.21 E-10 9.065 8.601 9.852 0.464 Y Y 1.39E-1 28.743 28.570 29.659 0.159
MFLAZ198 o]0
ATPase AAA-2 [Methylobacillus flagellatus KT]637939124 YP_ 546306
3.025 0.346 3.235 1613 YIJEJ Y 1.08E1 22610 20.898 22.994 0.674
MFLA2199
hypothetical protein [Methylobacillus flagellatus KT]637939125 YP_546307
0.000 0.000 0.000 0.000
MFLA2200 - | 1
hypothetical protein [Methylobacillus flagellatus KT]637939126 YP 546308
MFLA2201 0.000 0.000 | ] | 0.000 0.000
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637939127 YP 546309
MFLA2202 0.000 0.000 || 0.000 0.000
response regulator receiver domain protein (CheY-like) [Methylobacillus flagellatus KT]637939128 YP_ 546310
MFLA2203 0 9.495 10.002  10.770 0522 GEJJY tote2 29497 29.911 30.719 -0.413
phosphoenolpyruvate synthase [Methylobacillus flagellatus KT]637939129 YP 546311
MFLA220a 23 ED 6.240 5.328 6.855 o024 R Y 199e1 25080 24.920 26.003 0.229
protein of unknown function DUF299 [Methylobacillus flagellatus KT]637939130 YP 546312
0.000 0.000 0.000 0.000
MFLA2205 | N
DoxX [Methylobacillus flagellatus KT]637939131 YP_ 546313
MFLA2206 8.074 8.756 9.455 0748 YIJEJG 61963 29230 29.835 30.564 -0.605
" Alcohol defiydrogenase, zinc-binding [Methylobacillus flagellatus KT]/637939132 YP_ 546314 """
0.000 0.000 0.000 0.000
MFLA2207 — - - .-
ljpoprotein signal peptidase [Methylobacillus flagellatus KT]637939133 YP_ 546315
1E-1 7.514 7.501 8.553 0084 YRJEJY 1532 26132 26.611 27.391 -0.481
MFLA2208 y
/soleucyl-tRVA synthetase [Methylobacillus flagellatus KT]637939134 YP_ 546316
MFLA2209 2.521 0.000 2.752 2.521 Y nn Y 21.035 22.073 22.645 -1.037
riboflavin biosynthesis protein RibF [Methylobacillus flagellatus KT]637939135 YP_ 546317
MFLA2210 0.000 0.000 || 0.000 0.000
/ntegral membrane protein MvilV [Methylobacillus flagellatus KT]637939136 YP_546318
0.000 0.000 0.000 0.000
MFLA2211 . y ..
ribosomnal protein S20 [Methylobacillus flageliatus KT]637939137 YP 546319
4.240 4.240 Y Y 22.869 22.869
MFLA2212 un

hypothetical protein [Methylobacillus flagellatus KT]637939138 YP_ 546320
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2213 3.552 2.759 4.209 1.142 YECJXIKAY 1.02E-1 23.793 24.926 25.468 -0.905 Y K]
hypothetical protein [Methylobacillus flagellatus KT]637939139 YP_546321
MFLA2214 230 B2 7.219 7.428 8.327 0215 YRJEJY 109E1  26.206 26.592 27.412 -0.492
" phosphoribosylaminoimidazole carboxylase, ATPase subunit [Methylobacillus flagellatus KT]637939140 YP_ 546322 """
MFLAZ215 OO ED 4.547 5.702 6.238 1132 G Y 687E2 24559 25.069 25.837 -0.507
" phosphoribosylaminoimidazole carboxylase, catalytic subunit [Methylobacillus flagellatus KT]637939141 YP_ 546323 """
8.77 E-2 5.050 4.960 6.005 0057 YR Y 3.12E2 23.263 24.109 24.747 -0.943
MFLA2216
glutamate 5-kinase [Methylobacillus flagellatus KT]637939142 YP_546324
MFLAZ2Ly OOt E3 5.619 6.081 6.868 0523 GRJJY 24261 25455 25.401 26.428 0.011
Small GTP-binding protein domain [Methylobacillus flagellatus KT]637939143 YP_ 546325
8.81 E-17 7.695 8.474 9.136 0787 GRIJY 199E2 25803 26.376 27.118 -0.567
MFLA2218
ribosomal protein L27 [Methylobacillus flagellatus KT]637939144 YP_ 546326
0 6.699 7.905 8.424 -1202 GEJEJY 304E2 28.097 28.620 29.382 -0.528
MFLA2219 = =
ribosomal protein L21 [Methylobacillus flagellatus KT]637939145 YP_546327
MFLA2220 L2 EZ 6.038 5.908 6.975 0059 YR Y t6tE1 24592 24.826 25.713 -0.208
Trans-hexaprenyltranstransferase [Methylobacillus flagellatus KT]637939146 YP_ 546328
MFLA2221 4.706 3.261 5.158 s YRIEY Y 159E1  23.177 22.682 23.950 0.202
outer membrane efflux protein [Methylobacillus flagellatus KT]637939147 YP_ 546329
1.15 E-2 5.681 5.555 6.620 o124 YR Y t7tE1 2529 24.939 26.128 0.245
MFLA2222 = = =
secretion protein HlyD [Methylobacillus flagellatus KT]637939148 YP_ 546330
4.991 4.385 5.720 o195 YK Y 238E1 22722 22.942 23.836 -1.446
MFLA2223
ABC transporter related [Methylobacillus flagellatus KT]637939149 YP_ 546331
0.000 0.000 0.000 0.000
MFLA2224 .-
hypothetical protein [Methylobacillus flagellatus KT]637939150 YP_546332
0.000 0.000 0.000 0.000
MFLAZ22S | N
Prepilin peptidase [Methylobacillus flagellatus KT71637939151 YP 546333
6.51 E-3 6.016 6.523 7.292 0513 G Y 248E1 26468 26.415 27.442 -0.012
MFLA2226
Dephospho-CoA kinase [Methylobacillus flagellatus KT]637939152 YP_ 546334
MELA2227 4.011 5.018 5.600 -1o3e YRJEJY 1o02e2 23336 25.075 25.453 -1.727
protein of unknown function DUF1342 [Methylobacillus flagellatus KT]637939153 YP_546335
MFLA2228 0.000 0.000 | 0.000 0.000
protein of unknown function DUF329 [Methylobacillus flagelliatus KT]637939154 YP 546336
0.931 0.931 Y Y 19.602 19.602 Y
MFLA2229 o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637939155 YP_546337
2.106 3.441 3.922 -0.314 Y Y 7.27E-2 20.190 21.021 21.665 0.170 Y
MFLA2230 ] ; m n
mutator mutT protein [Methylobacillus flagellatus KT1637939156 YP 546338
MFLA2231 4.352 4.505 5.431 0145 YR Y 17782 22491 23.928 24.381 -1616 YO
protein of unknown function DUF815 [Methylobacillus flagellatus KT]637939157 YP 546339
MFLA2232 05 E7 5.610 6.507 7.127 0958 GJEJY 29e2 24244 25.492 25.999 -1.422
arginine blosynthesis bifunctional protein ArgJ [Methylobacillus flagellatus KT]637939158 YP_ 546340
MFLA2233 0.000 0.000 | 0.000 0.000
protein of unknown function DUF1289 [Methylobacillus flagellatus KT7637939159 YP_ 546341
3.19E-3 8.738 8.935 9.840 019 YRIKJY 979e2 27619 28.083 28.870 -0.577
MFLA2234

" preprotein transfocase, SecA subunit [Methylobacillus flagellatus KT]637939160 YP_546342 """

Supplemental Data Table for Hendrickson ef a/.



Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, : log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA2235
peptidase M23B [Methylobacillus flagellatus KT]637939161 YP_ 546343
0.000 0.000 0.000 0.000
MFLA2236 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637939162 YP 546344
MFLA2237 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF81 [Methylobacillus flagellatus KT]637939163 YP_ 546345
3.235 1.000 3.513 1232 YR Y 1381 21759 19.318 22.003 1.228
MFLA2238 .
ABC transporter related [Methylobacillus flagellatus KT]637939164 YP_546346
0.000 0.000 0.000 0.000
MFLA2239 | N
ABC-2 [Methylobacillus flagellatus KT]637939165 YP_546347
3.4 E-16 6.761 7.757 8.343 1022 GJEJG 53563 26102 27.961 28.312 -1.920
MFLA2240
Inorganic djphosphatase [Methylobacillus flagellatus KT]637939166 YP_546348
MFLA2241 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF1232 [Methylobacillus flagellatus KT]637939167 YP_546349
MFLAZ2an 20 E2 6.139 5.614 6.900 0539 Y Y t12e2 24947 25.876 26.485 -0.951
phosphoribosylaminoimidazole-succinocarboxamide synthase [Methylobacillus flagellatus KT7637939168 YP_546350
MFLA2243 4.766 3.866 5.385 ooso YRJEJY 484E2 23622 25.765 26.059 -1.967
" Fructose-bisphosphate aldolase, class I, Calvin cycle subtype [Methylobacillus flageliatus KT]637939169 YP_ 546351 """
1.49 E-2 5.540 4.444 6.093 1139 YIJJ Y 163E1  23.289 23.882 24.616 -0.180
MFLA2244 i .
Pyruvate kinase [Methylobacillus flagellatus KT]637939170 YP_ 546352
0.000 0.000 0.000 0.000
MFLA2245 .-
hypothetical protein [Methylobacillus flagellatus KT]637939171 YP_ 546353
0.000 0.000 0.000 0.000
MFLA2246 L
hypothetical protein [Methylobacillus flagellatus KT]637939172 YP_546354
1.45E-6 6.380 7.098 7.783 0716 GERJJY 547E2 25532 26.034 26.805 -0.558
MFLA2247 - =
Phosphoglycerate kinase [Methylobacillus flagellatus KT7637939173 YP_ 546355
MFLA2248 3.1E-2 7.414 7.675 8.550 02602 YR Y 6112 27398 27.657 28.533 -0.273
" glyceraldehyde-3-phosphate dehydrogenase, type I [Methylobacillus flagellatus KT]637939174 YP_ 546356 """
11.651 11.663  12.657 004 YRJEJY 503E2 30795 31.272 32.053 -0.521
MFLA2249 =
transketolase [Methylobacillus flagellatus KT]637939175 YP_ 546357
6.027 5.504 6.789 0.377 Y Y 1.66E-2 25.143 25.661 26.425 -0.513
MFLA2250 o]
hypothetical protein [Methylobacillus flagelliatus KT]637939176 YP_ 546358
MFLA2251 4.211 2.871 4.691 o2 YRIEJ Y 6.17E2 22.684 22.147 23.441 0.540
protein of unknown function DUF558 [Methylobacillus flagellatus KT]637939177 YP_ 546359
MELA2252 3.945 4.488 5.242 0501 YRJEJY 5.13E2 21430 22.501 23.062 -1.024
" transcriptional regulator, XRE family [Methylobacillus flagellatus KT]637939178 YP_546360 """
0.000 0.000 0.000 0.000
MFLAZ253 L
hypothetical protein [Methylobacillus flagellatus KT]637939179 YP 546361
MFLA2254 3.753 3.830 4.792 0050 YRJEJY 843E2 21247 21.705 22.494 -0.417
Formate--tetrahydrofolate ligase [Methylobacillus flagellatus KT]637939180 YP_546362
1.54 E-6 6.943 7.584 8.298 -0.640 G G 1.69 E-3 27.125 27.854 28.535 -0.730
MFLA2255 | , o]
acetylglutamate kinase [Methylobacillus flagellatus KT]637939181 YP_ 546363
0.000 0.000 0.000 0.000
MFLAZ256 ]

Pyrimidine 5-nucleotidase [Methylobacillus flagellatus KT]637939182 YP_ 546364
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2257 4.093 4.895 5.549 -0.824 YQCJILAY 1.59E-1 25.243 25.387 26.317 -0.175 Y K]
" transcriptional regulator, TetR family [Methylobacillus flageliatus KT]637939183 YP_ 546365 """
0.000 0.000 0.000 0.000
MFLA2258 = = .
hypothetical protein [Methylobacillus flagellatus KT]637939184 YP 546366
MFLA2259 0.346 0.346 Y nn Y 21.842 21.842
metal dependent phosphohydrolase [Methylobacillus flagellatus KT]637939185 YP_546367
MFLA2260 0.000 0.000 || 0.000 0.000
NAD-dependent epimerase/dehydratase [Methylobacilus flagellatus KT]637939186 YP_546368
MFLA2261 5.448 4.444 6.032 oote YJEJY 88E2 23573 22.971 24.304 0.521
" Lytic transglycosylase, catalytic [Methylobacillus flagellatus KT7637939187 YP_546369 """
MFLAZ2G62 O3 E2 5.028 5.286 6.163 0373 YJEJG 458E3 22706 24.521 24.882 -1.864
UDP-3-0-acy/! N-acetylglucosamine deacetylase [Methylobacilus flagellatus KT]637939188 YP_546370
0 4.783 6.981 7.265 2192 GEJEJG 458e3 24812 27.133 27.396 -2.448
MFLA2263 o i )
cell division protein FtsZ [Methylobacillus flagellatus KT]637939189 YP_ 546371
0 6.227 7.502 8.001 -1240 GBJEJY 374E2 24886 26.094 26.613 -1.243
MFLA2264
cell division protein FtsA [Methylobacillus flagelliatus KT]637939190 YP 546372
0.000 0.000 0.000 0.000
MFLA226s , 1
cell division protein FtsQ [Methylobacillus flagelliatus KT]637939191 YP 546373
3.38 E-3 4.899 5.706 6.358 0800 G Y 12082 23715 24.979 25.481 -1.355
MFLA2266 = — .
D-alanine--D-alanine ligase [Methylobacillus flagellatus KT]637939192 YP 546374
MFLA2267 4.714 3.627 5.271 rogs Y Y 7772 22980 23.237 24.114 -0.244
UDP-N-acetylenolpyruvoylglucosamine reductase [Methylobacillus flagellatus KT]637939193 YP 546375
MFLA2268 4.120 5.022 5.640 0887 YJEJY 1o08E2 21517 23.667 23.960 -2.137
UDP-NV-acetylmuramate--alanine ligase [Methylobacillus flagellatus KT]637939194 YP_ 546376
MELA2269 4.391 5.130 5.808 0756 YJEJY o98E2 23338 23.991 24.701 -0.915 Y
UDP-NV-acetylglucosamine--IN-acetylmuramy/- (pentapeptide) pyrophosphory/-undecaprenol N-acetylglucosamine transferase [Methylobacillus flagellatus KT7/637939195
0.521 0.000 1.284 0.521 Y Y 19.251 19.902 20.613 -0.651 Y
MFLA2270 a0 O
cell cycle protein [Methylobacillus flagellatus KT]637939196 YP_ 546378
MFLA2z7y O ES 4.709 5.764 6.331 -1105 G Y 1132 22652 24.240 24.655 -1.613
UDP-NV-acetylmuramoylalanine--D-glutamate ligase [Methylobacillus flagellatus KT]637939197 YP_ 546379
MFLA2272 0.346 0.346 g e|e )i 16.861 16.861
phospho-IV-acetylmuramoy/-pentapeptide- transferase [Methylobacillus flagellatus KT]637939198 YP_ 546380
MFLA2273 212 E3 5.402 6.113 6.801 0715 GJEJG 42963  23.956 25.243 25.738 -1.291
" UDP-N-acetylmuramoylalany/-D-glutamy/-2, 6-diaminopimelate--D-alany/-D-alany! ligase [Methylobacillus flagellatus KT]637939199 YP_ 546381 """
MELA2274 1.843 3.140 3.632 0284 YIJEJY s856E2 21185 22.862 23.255 -0.662
UDP-NV-acetylmuramy/-tripeptide synthetases [Methylobacillus flageliatus KT]637939200 YP 546382
MFLA2275 3.386 2.739 4.099 0625 Y Y 178E1 21774 21.264 22.541 0.309
Peptidoglycan glycosyltransterase [Methylobacillus flagellatus KT]637939201 YP 546383
MFLA2276 0.000 0.000 || 0.000 0.000
" Cell division protein, FtsL -like protein [Methylobacillus flagellatus KT]637939202 YP_ 546384 """
3.259 3.453 4.359 0175 YR Y 2522 22082 23.181 23.734 -1.236
MFLA2277 =
methyltransferase [Methylobacillus flagellatus KT7637939203 YP_ 546385
4.548 4,548 Y Y 24.358 24.358
MFLA2278 nn

protein of unknown function UPFOO40 [Methylobacillus flagellatus KT]637939204 YP_546386
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2279 0.000 0.000 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637939205 YP_546387
MELA2280 4.614 4.471 5.544 o140 YJEJY 1t86E1 23881 23.529 24.716 0.116
" difiydroorotase, homodimeric type [Methylobacillus flagellatus KT]637939206 YP_ 546388 """
MFLA2281 4.140 3.347 4.797 0833 Y Y 24581 21935 22.076 23.007 -0.566
Protein of unknown function UPFO011 [Methylobacillus fiagellatus KT]637939207 YP 546389
MFLA22g2 IO ET 5.530 5.771 6.655 0245 YRJEJY 738E2 24.094 24.372 25.240 -0.277
Putative ljpoprotein-like protein [Methylobacillus flagellatus KT]637939208 YP_ 546390
MFLA2283 0.521 0.521 Y nn Y 20.209 20.209
protein of unknown function UPFO102 [Methylobacillus flagellatus KT]637939209 YP_ 546391
0.000 0.000 0.000 0.000
MFLA2284 : § .-
phosphoheptose isomerase [Methylobacillus flagellatus KT]637939210 YP_546392
6.980 6.415 7.725 o638 YJEJY 401E2 26347 27.320 27.914 -0.934
MFLA2285 ) .
transport-associated [Methylobacillus flageliatus KT]637939211 YP 546393
4.067 2.871 4.590 ooz YR Y 234E1 24109 23.989 25.050 0.103
MFLA2286
hypothetical protein [Methylobacillus flagelliatus KT]637939212 YP 546394
3.73E-6 6.332 6.996 7.702 0666 GEJEJY 204E1 25144 25.336 26.243 -0.357
MFLA2287
hypothetical protein [Methylobacillus flagellatus KT]637939213 YP_546395
MELA2288 3.408 1.000 3.657 1328 YIJEJ Y 15561  20.801 18.543 21.075 0.842
diguanylate phosphodiesterase (FAL domain) [Methylobacilus flagellatus KT]637939214 YP 546396
6.652 7.119 7.904 059 YRIKJY 166E2 27319 28.261 28.865 -0.931
MFLA2289
thioredoxin [Methylobacillus flagellatus KT7637939215 YP_546397
MFLA2200 72 E2 8.815 8.937 9.878 0122 YR Y 236E1  27.139 27.088 28.113 0.070
transcription termination factor Rho [Methylobacillus flagellatus KT]637939216 YP_ 546398
0 8.296 7.446 8.933 085 RIIY 21te1 26702 26.522 27.615 0.044
MFLA2291 = .
ribosomal protein L31 [Methylobacillus flagellatus KT]637939217 YP 546399
MFLA2292 2.983 1.322 3.380 1.661 Y nn Y 20.230 19.656 20.972 0.574
" glycosyl transferase, family 39 [Methylobacillus flagellatus KT]637939218 YP_546400 """
MELA2293 5.157 4.545 5.883 o4s Y Y 1772 23535 24.135 24.866 -0.614
" putative transcriptional regulator, ModE family [Methylobacilus flagellatus KT7637939219 YP_546401 """
MFLA2204 0.000 0.000 | 0.000 0.000
molybdenum cofactor synthesis-like protein [Methylobacillus flagellatus KT]637939220 YP_ 546402
MFLA2295 0.000 0.000 .- 0.000 0.000
molybdopterin-guanine dinucleotide biosynthesis protein A [Methylobacillus fliagellatus KT]637939221 YP_546403
MFLA2296 0.000 0.000 .- 0.000 0.000
molybdopterin-guanine dinucleotide biosynthesis protein B [Methylobacillus flagellatus KT]637939222 YP 546404
6.11 E-2 5.101 5.321 6.215 0302 YR Y 202E1 25239 24.940 26.097 0.066
MFLA2297 . . .
" MoeA-like, domain I and I7 [Methylobacillus flagellatus KT]637939223 YP_546405 """
0.000 0.000 0.000 0.000
MFLA2298 1
hypothetical protein [Methylobacillus flagellatus KT]637939224 YP_546406
MFLA2296 1.674 1.674 Y nn Y 21.511 21.511
" transcriptional regulator, GntR family [Methylobacillus flagellatus KT]637939225 YP 546407 """
1.521 1.521 Y Y 20.306 20.306
MFLAZ300 o]0

PIkB [Methylobacillus flagellatus KT]637939226 YP_ 546408
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
RF log, log, log, log, log, log, C -7
(o] g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio onsensus
MFLA2301 0 6.727 4.611 7.026 2.057 R R 4,58 E-3 26.238 24.066 26.527 2.182 R
TonB-dependent receptor [Methylobacillus flagellatus KT]637939227 YP_546409
2.983 2.983 Y Y 17.144 17.144
MFLAZ302 - | o]
hypothetical protein [Methylobacillus flagellatus KT]637939228 YP 546410
0.000 0.000 0.000 0.000
MFLAZ303 L
cytochrome B561 [Methylobacillus flagellatus KT]637939229 YP 546411
MFLA2304 0 7.906 6.088 8.266 1796 R Y 6032 26.807 25.705 27.359 1.136
40-residue YVTIV beta-propeller repeat [Methylobacillus flagellatus KT]637939230 YP_546412
2.843 2.843 Y Y 21.398 21.398
MFLAZ305 2843 | o]
beta-lactamase-like protein [Methylobacillus flagellatus KT]637939231 YP_ 546413
0.000 0.000 0.000 0.000
MFLAZ306 L
TonB-like protein [Methylobacillus flageliatus KT]637939232 YP 546414
MFLA2307 1.106 1.106 ig o |e 20.001 20.001
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637939233 YP_546415
MFLAZ308 4.451 4.807 5.640 0686 YJEJY 32862 22873 24.834 25.163 -2.032
alkyl hydroperoxide reductase/ Thiol specific antioxidant/ Mal allergen [Methylobacillus flagellatus KT]637939234 YP_ 546416
7.93 E-2 7.524 7.345 8.437 o183 Y Y 22te1  27.09 27.114 28.105 -0.020
MFLA2309
PhotH-like protein [Methylobacillus flagellatus KT]637939235 YP_ 546417
MFLA2310 0.000 0.000 || 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939236 YP_ 546418
MFLA2311 0 7.491 8.556 9.120 -1069 GJEJG 41E3 26482 27.989 28.424 -1.509
FAD-dependent pyridine nucleotide-disuiphiide oxidoreductase [Methylobacillus flagellatus KT]637939237 YP_ 546419
4.324 3.773 5.075 0733 YJEJY 736e2 24762 23.591 25.292 1.350
MFLA2312
" cytochrome c, class I [Methylobacillus flagellatus KT]637939238 YP_ 546420 """
MFLA2s1s 008 E2 5.274 4.641 5.992 063 Y Y 2761 24204 24.223 25.214 -0.078
" extracellular solute-binding protein, family 3 [Methylobacillus flagellatus KT]637939239 YP 546421 """
2.35 E-13 5.995 4.129 6.345 1724 R Y 454E2 25291 22.888 25.541 2.311
MFLA2314
Pyrrolo-quinoline guinone [Methylobacillus flagellatus KT]637939240 YP_ 546422
4.126 4.528 5.341 0524 YR Y 1o02E1 23134 24.003 24.633 -1.779
MFLA2315 — = .
proline iminopeptidase [Methylobacillus flagellatus KT]637939241 YP_ 546423
MFLA2316 2.828 2.828 g e|e )i 19.273 19.273
cyclic nucleotide-binding domain (cNMP-BD) protein [Methylobacillus flagellatus KT]637939242 YP_ 546424
4.576 3.551 5.153 0973 YRJEJ Y t26E1 23190 23.256 24.223 -0.064
MFLA2317
20G-Fe(1]) oxygenase [Methylobacillus flagellatus KT]637939243 YP_546425
MELA2318 0 8.370 5.041 8.507 347 R Y 318e2 27367 23.389 27.456 4.057
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637939244 YP_ 546426
1.1 E-8 6.341 7.155 7.805 0861 G JEJG 372E3 25929 27.306 27.776 -1.380
MFLA2319
Rhodanese-like protein [Methylobacillus fliagellatus KT]637939245 YP 546427
0.000 0.000 0.000 0.000
MFLA2320 1
hypothetical protein [Methylobacillus flagellatus KT]637939246 YP_546428
MFLA2321 6.352 6.583 7.472 0348 YO Y 20261 24442 24.739 25.598 -0.830
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637939247 YP_546429 """
1.19 E-1 6.799 6.641 7.722 0155 YR Y 648E2 26411 26.958 27.710 -0.625
MFLA2322

sigma 70 (RpoD) [Methylobacillus flagellatus KT]637939249 YP_ 546430
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Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
AR 1.13 E-1 5.120 4.991 6.057 0207 YKALAY 219E-1 22.634 22.826 23.734 -0.363 Y K]
DNA primase [Methylobacillus flagellatus KT]637939250 YP_ 546431
6.708 6.712 7.710 002 YREJY 15E1 25289 25.541 26.421 -0.303
MFLA2324 -
GatB/Ygey [Methylobacillus flagellatus KT7637939251 YP_ 546432
4.741 4.079 5.447 o618 Y Y 87E2 25763 25.487 26.632 0.306
MFLA2325
ribosomal protein S21 [Methylobacillus fiagellatus KT]637939252 YP 546433
MFLA2326 4.796 4.098 5.489 o624 Y Y s597E2 23367 22.878 24.143 0.484
" metalloendopeptidase, putative, glycoprotease family [Methylobacillus flagelliatus KT]637939253 YP_ 546434 """
MFLA2327 0.000 0.000 | 0.000 0.000
protein of unknown function DUF205 [Methylobacillus flagelliatus KT]637939254 YP 546435
0.585 0.585 Y Y 20.782 20.782
MFLAZ328 | , @]e
difhydroneopterin aldolase [Methylobacillus flagellatus KT]637939255 YP 546436
0.521 0.521 Y Y 19.527 19.527
MFLAZ329 | e]®
Tyrosine recombinase XerD [Methylobacillus flagellatus KT]637939256 YP_546437
MFLA2330 2.813 3.476 4.182 044 Y Y 137E1 19438 21.661 21.941 -1.008
methylated-DNA--protein-cysteine methyltransferase [Methylobacillus flagellatus KT]637939257 YP_546438
8.141 8.296 9.221 019 YRJEJY 22861 27.783 27.880 28.832 -0.179
MFLA2331
ribosomal protein L19 [Methylobacillus flagellatus KT]637939258 YP_546439
MELA2332 3.851 3.435 4.658 0362 Y Y 202E1 22587 22.312 23.456 0.236
RIVA (guanine-IN1)-methyltransferase [Methylobacillus flageliatus KT]637939259 YP 546440
MFLA2333 3.610 4.173 4.919 0626 YRJEJY 81562 23147 23.408 24.283 -0.245
165 rRVA processing protein RimM [Methylobacillus flagellatus KT]637939260 YP_ 546441
2.94 E-12 5.298 6.539 7.048 -1.087 GJEJY 1o08E1  27.466 27.845 28.668 -0.479
MFLA2334 - -
ribosomal protein S16 [Methylobacilus flagellatus KT]637939261 YP_546442
2.621 2.000 3.343 0.621 Y nn Y 21.037 21.827 22.485 -0.789
MFLA2335 -
ExsB [Methylobacillus flagellatus KT]637939262 YP 546443
4.342 4.795 5.586 083% YRJEJY 19&1 23570 23.806 24.693 -0.209
MFLA2336
Radical SAM [Methylobacillus flagellatus KT]637939263 YP_ 546444
2.74 E-6 7.375 7.924 8.675 0540 G Y 123e1 27455 27.780 28.627 -0.291
MFLA2337 - - - -
Tetratricopeptide region [Methylobacillus flagellatus KT]637939264 YP_ 546445
0 10.317 11.276 11.875 -1.075 G Y 1.38E-2 29.643 31.015 31.487 -1.491
MFLAZ338 o]0
OmpA/MotB [Methylobacillus flagellatus KT]637939265 YP_546446
9.29 E-5 7.371 6.842 8.131 0537 RIIEG 48563 26636 27.231 27.964 -0.594
MFLA2339
To/B-like protein [Methylobacillus flagellatus KT]637939266 YP_546447
3.844 3.385 4.633 o468 Y Y t74e1 22904 23.214 24.067 -0.400
MFLA2340 - - -
hypothetical protein [Methylobacillus flagellatus KT]637939267 YP 546448
MFLA2341 1.807 1.807 Y nn Y 21.856 21.856
Blopolymer transport protein ExbD/TolR [Methylobacillus flagellatus KT]637939268 YP 546449
MFLA2342 5.925 5.883 6.904 0078 YJEJY toeE2 24931 25.671 26.348 -0.753
MotA/TolQ/ExbB proton channel [Methylobacilus flagellatus KT]637939269 YP_546450
MFLA2343 0.000 0.000 g o|e ) 20.099 20.099
4-hydroxybenzoy/-CoA thioesterase [Methylobacillus flagellatus KT]637939270 YP_ 546451
4.439 4.697 5.574 0274 YK Y 133E1 22612 23.294 23.993 -0.924
MFLA2344

Holliday junction DNA helicase RuvB [Methylobacillus flagellatus KT]637939271 YP_546452

Supplemental Data Table for Hendrickson ef a/.



Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2345 4.970 4.462 5.738 0440 YQEAKJXY 1.71E-1 23.508 23.233 24.377 0.160 Y K]
aldo/keto reductase [Methylobacillus flagellatus KT]637939272 YP_ 546453
MFLA2346 0.000 0.000 || 0.000 0.000
" transcriptional regulator, Lacl family [Methylobacillus flagellatus KT]637939273 YP_ 546454 """
0.000 0.000 0.000 0.000
MFLA2347 .-
ABC transporter related [Methylobacillus flagellatus KT]637939274 YP_ 546455
MFLA2348 0.000 0.000 || 0.000 0.000
" extracellular solute-binding protein, family 1 [Methylobacillus flageliatus KT]637939275 YP_ 546456 """
MFLA2349 0.000 0.000 | 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT71637939276 YP_ 546457
MFLA2350 0.000 0.000 | ] | 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637939277 YP_546458
0.000 0.000 0.000 0.000
MFLAZ3S1 , ]
TonB-dependent receptor [Methylobacillus flagellatus KT]637939278 YP_546459
MFLA2352 0.000 0.000 | 0.000 0.000
" nitrifotriacetate monooxygenase, A subunit, putative [Methylobacillus fiagellatus KT]637939279 YP_546460 """
MFLA2353 0.813 3.579 3.777 1717 YRJEJY 386E2  19.029 23.142 23.223 -3.107
Holliday junction DNA helicase RuvA [Methylobacillus flagellatus KT]637939280 YP_546461
MFLA2354 1.769 1.769 ig o |e 20.490 20.490
crossover junction endodeoxyribonuclease RuvC [Methylobacillus flagellatus KT]637939281 YP_ 546462
MFLAZ3ss OO E© 5.364 6.146 6.807 0893 GIJY 1172 24209 25.712 26.148 -1.499
protein of unknown function DUF28 [Methylobacillus flagellatus KT]637939282 YP 546463
MFLA2356 0.000 0.000 || 0.000 0.000
" proteln of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637939283 YP_546464 """
MFLA2357 7.419 6.880 8.174 0528 YIJEJY 658E3 26876 26.544 27.719 0.332
conserved hypothetical signal peptide protein [Methylobacillus flagellatus KT]637939284 YP_546465
MFLA2358 0 6.881 4.980 7.223 1596 R Y 20562 26.138 24.351 26.505 1.750
conserved hypothetical signal peptide protein [Methylobacillus flagellatus KT]637939285 YP_546466
MFLA2350 0.000 0.000 || 0.000 0.000
" transcriptional regulator, MarR family [Methylobacilus flagellatus KT7637939286 YP_546467 """
MFLA2360 3.860 2.991 4.490 0847 Y Y to6E1 23341 23.210 24.277 0.171
putative signal-transauction protein with CBS domains [Methylobacillus flagellatus KT]637939287 YP_ 546468
MFLA2361 0.000 0.000 || 0.000 0.000
Potassium efflux system protein [Methylobacillus flagellatus KT]637939288 YP_546469
MFLA2362 0.000 0.000 || 0.000 0.000
NAD(P)H dehydrogenase (quinone) [Methylobacilus flagellatus KT]637939289 YP_ 546470
MFLA2363 1.843 1.769 2.806 rosa Y Y t98E1 21770 22.605 23.247 0.208
protein of unknown function UPFO047 [Methylobacillus flagellatus KT]637939290 YP_ 546471
MFLA2364 7.352 7.290 8.321 0022 YRJEJY 241E1 26734 26.809 27.772 -0.117
conserved hypothetical protein-putative formaldehyde-activating enzyme [Methylobacilus flagellatus KT]637939291 YP_546472
MFLA2365 2.691 2.691 g o|e ) 19.916 19.916
protein of unknown function DUF140 [Methylobacillus flagelliatus KT]637939292 YP 546473
3.159 2.573 3.895 045 Y Y 11E1 21230 19.914 21.717 0.978
MFLA2366

ABC transporter related [Methylobacillus flagellatus KT]637939293 YP_ 546474
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA2367
hypothetical protein [Methylobacillus flagellatus KT]637939294 YP_546475
6.08 E-12 6.515 5.136 6.984 1299 R Y 1o06E1 25522 24.957 26.267 0.488
MFLA2368 ; .
Mammalian cell entry related [Methylobacilus flagellatus KT]637939295 YP 546476
4.28 E-6 5.603 4.573 6.178 oc03 R Y 538E2 24815 24.485 25.660 0.318
MFLA2369
putative ljpoprotein [Methylobacillus flagellatus KT]637939296 YP_ 546477
MFLA2370 0.000 0.000 .- 0.000 0.000
" transcriptional regulator, AraC family [Methylobacillus flagellatus KT]637939297 YP_546478 """
MFLA2371 3.221 2.862 4.053 1755 YRIJY 211e2 21703 21.415 22.566 1.290
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637939298 YP_ 546479 """
4.032 2.000 4.347 o7 Y Y t17E1 22304 21.092 22.821 0.206
MFLA2372
secretion protein HlyD [Methylobacillus flagellatus KT]637939299 YP_ 546480
0.000 0.000 0.000 0.000
MFLAZ373 | N
[Methylobacillus flagellatus KT7639329603
1.05 E-2 5.964 5.854 6.910 oooo YR Y ti12E1 26343 25.353 26.931 0.647
MFLA2375
hypothetical protein [Methylobacillus flagelliatus KT]637939300 YP 546481
2.621 0.000 2.838 2,621 Y nn Y 18.785 18.132 19.495 0.652
MFLA2376
putative redox protein [Methylobacillus flagellatus KT]637939301 YP_546482
0.000 0.000 0.000 0.000
MFLA2377 , N
Catalase [Methylobacillus flagellatus KT7637939302 YP_ 546483
0.000 0.000 0.000 0.000
MFLAZ378 L
hypothetical protein [Methylobacillus flagellatus KT]637939304 YP_ 546484
MFLA2379 2.967 1.931 3.540 o028 YIJEJY s91E2 20626 20.609 21.618 -1.103
phospholipase D/Transphosphatiaylase [Methylobacillus flagellatus KT]637939305 YP_546485
MFLA2380 2.691 1.915 3.354 1856 YJEJY 2781 19330 20.288 20.887 0.321
Endonuclease/exonuclease/phosphatase [Methylobacillus flagellatus KT71637939306 YP_ 546486
MFLA2381 6.616 7.145 7.905 0548 Y Y 6.21E2 25481 25.968 26.745 -0.532
" quinolinate synthetase complex, A subunit [Methylobacillus flagellatus KT]637939307 YP_546487 """
2.106 3.600 4.038 0445 YR Y 133E1 20577 22.284 22.670 -0.627
MFLA2382 =
NUDIX hydrolase [Methylobacilus flagellatus KT]637939308 YP_ 546488
MFLA2383 0.000 0.000 | 0.000 0.000
adenine phosphoribosyltransferase [Methylobacillus flagellatus KT]637939309 YP 546489
2.89 E-5 7.813 7.402 8.622 0385 YJEJY to0sE1 26914 27.195 28.061 -0.328
MFLA2384 .
aspartyl-tRVA synthetase [Methylobacillus flagellatus KT]637939310 YP_546490
MFLA2385 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF502 [Methylobacillus flagellatus KT]637939311 YP 546491
4.769 4.769 Y Y 22.918 22.918
MFLAZ386 @]
hypothetical protein [Methylobacillus flagellatus KT]637939312 YP 546492
MFLA2387 0.521 0.521 Y m Y 17.752 17.752
TonB-dependent siderophore receptor [Methylobacillus flagellatus KT]637939313 YP_546493
MFLA2388 1.106 1.000 2.054 0.106 Y nn Y 19.316 21.190 21.538 -1.874
" extracellular solute-binding protein, family 5 [Methylobacillus flagelliatus KT]637939314 YP_ 546494 """
0.000 0.000 0.000 0.000
MFLAZ389 ]

binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637939315 YP_546495
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2390 0.000 0.000 0.000 0.000
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT]637939316 YP_546496
0.000 0.000 Y Y 18.641 18.641 Y
MFLA2391 ) @]0] @]
ABC transporter related [Methylobacillus flagellatus KT]637939317 YP_ 546497
0.000 0.000 0.000 0.000
MFLA2392 | |
OmpA/MotB [Methylobacillus flagellatus KT]637939318 YP_ 546498
MFLA2393 0.000 0.000 || 0.000 0.000 |
protein of unknown function DUF11 [Methylobacillus flagellatus KT]637939319 YP_ 546499
MFLA2394 0.521 0.521 g o|e ) 19.146 19.146 O
" two component transcriptional regulator, winged helix family [Methylobacillus flagellatus KT7637939320 YP_546500 """
MFLA2395 0.000 0.000 | ] | 0.000 0.000 |
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637939321 YP_ 546501
MFLA2396 0.000 0.000 || 0.000 0.000 |
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637939322 YP_ 546502
0.000 0.000 0.000 0.000
MFLA2397 | | | ||
hypothetical protein [Methylobacillus flagelliatus KT]637939323 YP_ 546503
0.000 0.000 0.000 0.000
MFLA2398 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637939324 YP_546504
0.000 0.000 0.000 0.000
MFLA2399 - . | | | |
hypothetical protein [Methylobacillus flagellatus KT]637939325 YP 546505
0.000 0.000 0.000 0.000
MFLA2400 | |
hypothetical protein [Methylobacillus flagellatus KT]637939326 YP_ 546506
MFLA2401 0.000 0.000 || 0.000 0.000 |
" JonB-dependent receptor, putative [Methylobacilus flagellatus KT]637939327 YP_ 546507 """
MFLA2402 0.000 0.000 | 0.000 0.000 |
Blopolymer transport protein ExbD/TolR [Methylobacillus flagellatus KT]637939328 YP_ 546508
MFLA2403 0.000 0.000 | ] | 0.000 0.000 |
Blopolymer transport protein ExbD/ToIR [Methylobacillus flagellatus KT]637939329 YP 546509
MFLA2404 0.000 0.000 || 0.000 0.000 |
MotA/TolQ/ExbB proton channel [Methylobacilus flagellatus KT]637939330 YP_ 546510
MFLA2405 2.154 2.154 g e|e )i 19.329 19.329 g o
Filamentous haemagglutinin-like protein [Methylobacillus flagellatus KT7637939331 YP_ 546511
MFLA2406 0.000 0.000 || 0.000 0.000 |
hemolysin activation/secretion protein [Methylobacillus flagellatus KT]637939332 YP_ 546512
5.430 4.435 6.016 0.883 Y Y 1.04 E-1 23.547 22.777 24.213 0.614 Y
MFLA2407 - . 0]0] @]
hypothetical protein [Methylobacillus flagellatus KT]637939333 YP_ 546513
0.000 0.000 0.000 0.000
MFLA2408 [ | |
hypothetical protein [Methylobacillus flagellatus KT]637939334 YP_ 546514
MFLA2405 0.000 0.000 || 0.000 0.000 |
" transcriptional regulator, LuxR family [Methylobacillus flagellatus KT]637939335 YP_ 546515 """
MFLA2410 0.000 0.000 | 0.000 0.000 |
" Lytic transglycosylase, catalytic [Methylobacillus flagellatus KT]637939336 YP_ 546516 """
0.000 0.000 0.000 0.000
MFLAZ411 [ | |

hypothetical protein [Methylobacillus flagellatus KT]637939337 YP_ 546517
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, : log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA2412
methylation [Methylobacillus flagellatus KT]637939338 YP_546518
0.000 0.000 0.000 0.000
MFLA2413 | : | | | |
methylation [Methylobacillus flagellatus KT7637939339 YP_ 546519
MFLA2414 1.322 1.322 i ook 18.263 18.263 ij o]
type II and 117 secretion system protein [Methylobacillus flagellatus KT]637939340 YP_ 546520
MFLA2415 0.000 0.000 || 0.000 0.000 |
putative prolin-rich transmembrane protein [Methylobacillus flagellatus KT]637939341 YP_546521
0.000 0.000 0.000 0.000
MFLA2416 - ) ; .. .
hypothetical protein [Methylobacillus flagelliatus KT]637939342 YP 546522
0.000 0.000 0.000 0.000
MFLAZ417 | |
Fimbrial assembly [Methylobacillus flagellatus KT]637939343 YP_546523
0.000 0.000 0.000 0.000
MFLA2418 - _ | | | |
hypothetical protein [Methylobacillus flagellatus KT]637939344 YP_546524
MFLA2419 0.000 0.000 | 0.000 0.000 |
type I secretion system protein £ [Methylobacillus flagellatus KT]637939345 YP_ 546525
MFLA2420 0.000 0.000 || 0.000 0.000 |
type I secretion system protein [Methylobacilus flagellatus KT]637939346 YP_546526
MFLA2421 0.000 0.000 || 0.000 0.000 |
General secretion pathway protein G [Methylobacillus flagellatus KT7637939347 YP_ 546527
MFLA2422 0.000 0.000 | ] | 0.000 0.000 |
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) [Methylobacillus flagellatus KT]637939348 YP 546528
MFLA2423 4.773 4.773 ig e |e 25.070 25.070
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637939349 YP_ 546529
4.38 E-5 5.699 6.509 7.160 -0.817 G Y 3.67E-2 25.044 26.455 26.916 -1.412
MFLA2424 o | , .n
single-strand binding protein [Methylobacillus flagellatus KT7637939350 YP_546530
MFLA2425 0.813 1.585 2.250 -0.772 Y nn Y 19.820 20.042 20.935 -0.222
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939351 YP_ 546531
1.95 E-2 6.840 7.071 7.960 0210 YRJEJY 24E2 25686 26.204 26.968 -0.528
MFLA2426 . = =
" excinuclease ABC, A subunit [Methylobacillus flagellatus KT]637939352 YP_546532 """
0.000 0.000 0.000 0.000
MFLA2427 L
hypothetical protein [Methylobacillus flagellatus KT]637939353 YP_ 546533
0.000 0.000 0.000 0.000
MFLA2428 ..
hypothetical protein [Methylobacillus flagellatus KT]637939354 YP_546534
0.000 0.000 0.000 0.000
MFLA2429 i § i ..
hypothetical protein [Methylobacillus flagellatus KT]637939355 YP 546535
0.000 0.000 0.000 0.000
MFLA2430 | |
DoxX [Methylobacillus flagellatus KT]637939356 YP_546536
MFLA2431 5.661 5.873 6.771 0238 YJEJY 115e1 24857 24.602 25.735 030 Y
hydroxymethylbuteny! pyrophosphate reductase [Methylobacillus flagellatus KT]637939357 YP_ 546537
MFLA2432 2.328 1.931 3.143 0397 Y'Y 20.647 20.758 21.704 0111 YIY
cobalamin biosynthesis protein CbiB [Methylobacillus flagellatus KT]637939358 YP_546538
5.107 4,788 5.956 0.317 Y Y 143E-1 23.913 23.771 24.844 0.162 Y
MFLAZ433 a0 O

hypothetical protein [Methylobacillus flagelliatus KT]637939359 YP_ 546539
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2434 7.572 6.530 8.143 087 YKAKZXY 1.11E-1 25.417 25.807 26.625 -0.471 Y K]
formyltetrahydrofolate deformylase [Methylobacillus flagellatus KT]637939360 YP_546540
MELA2435 4.413 4.862 5.655 0428 Y Y 183E1 23112 23.560 24.354 -1.673
outer membrane efflux protein [Methylobacillus flagellatus KT]637939361 YP_ 546541
0.521 0.521 Y Y 20.494 20.494
MFLAZ436 o]0
hypothetical protein [Methylobacillus flagellatus KT]637939362 YP_ 546542
MFLA2437 1.843 1.843 ig e |e 20.273 20.273
" Type I secretion membrane fusion protein, HlyD [Methylobacillus flagellatus KT]637939363 YP_546543 """
1.32 E-1 5.502 5.550 6.526 004 YRJY 2781 25200 25.225 26.212 -0.106
MFLA2438 : i iy
hypothetical protein [Methylobacillus flagelliatus KT]637939364 YP_ 546544
MFLA2439 2.025 5.042 5.210 302 YR Y 634E2 22011 23.725 24.109 -1.524
Hemolysin-type calcium-binding region [Methylobacillus flagellatus KT]637939365 YP_546545
2.543 2.739 3.645 040 YR Y t14e1 22315 21.853 23.103 0.419
MFLA2440 y
ABC transporter related [Methylobacillus flagellatus KT]637939366 YP_ 546546
0.000 0.000 0.000 0.000
MFLA2441 ..
Chromate transporter [Methylobacillus flagellatus KT]637939367 YP_546547
0.000 0.000 0.000 0.000
MFLA2442 .-
hypothetical protein [Methylobacillus flagellatus KT]637939368 YP_546548
MFLA2aqs 6 EB 5.463 6.457 7.044 0913 GEJJY 649e2 25282 25.864 26.602 -0.643
dliaminopimelate decarboxylase [Methylobacillus flagellatus KT7637939369 YP_ 546549
MFLA2444 0.000 0.000 | ] | 0.000 0.000
Monofunctional biosynthetic peptidoglycan transglycosylase [Methylobacillus fiagellatus KT]637939370 YP_ 546550
4.277 4.999 5.683 0736 YR Y 1171 2238t 22.733 23.568 -0.380
MFLA2445 — .
Shikimate 5-dehydrogenase [Methylobacilus flagellatus KT]637939371 YP_546551
7.641 7.747 8.695 -0.127 Y Y 3.53E-2 26.538 26.237 27.395 0.310
MFLA2446 7 , o]
Rhodanese-/ike protein [Methylobacillus flageliatus KT]637939372 YP 546552
MFLA2447 0 9.180 10.195  10.775 -1o36 GJEJG 89E3 28192 29.561 30.033 -1.363
" glutamine synthetase, type I [Methylobacillus flageliatus KT]637939373 YP_ 546553 """
0.000 0.000 0.000 0.000
MFLA2448 i . § .-
hypothetical protein [Methylobacillus flagellatus KT]637939374 YP_546554
MFLA2449 0.000 0.000 g e|e )i 19.601 19.601
" sfgnal transauction histidine kinase, nitrogen specific, NtrB [Methylobacillus flagellatus KT]637939375 YP_546555 """
MFLA2450 4.522 4.288 5.410 o60 YJEJY to04E1 22883 22.742 23.814 0.140
" nitrogen metabolism transcriptional regulator, NtrC, Fis Family [Methylobacillus flagellatus KT]637939376 YP_546556 """
MFLA2451 2.637 5.631 5.802 3000 YIJEJG 835e3 22759 23.626 24.257 -0.878
protein of unknown function DUFE6 [Methylobacillus flagellatus KT]637939377 YP_ 546557
MFLA2452 0.000 0.000 | ] | 0.000 0.000
" DIVA polymerase, beta-like region [Methylobacillus flagellatus KT]637939378 YP_546558 """
0 13.800 9.662  13.880 4446 RIIQ Y 118e2 34023 29.425 34.081 4.833
MFLA2453
hypothetical protein [Methylobacillus flagellatus KT]637939379 YP_546559
MFLA2454 3.461 1.471 3.785 1994 YIJJY 104E1 22323 20.123 22.608 1.019
Deoxyguanosinetriphosphate triphosphohydrolase [Methylobacillus flagellatus KT]637939380 YP_ 546560
0 5.476 6.973 7.411 1539 G Y 12282 25126 26.694 27.114 -1.698
MFLA2455

3-dehydroguinate synthase [Methylobacillus flagellatus KT]637939381 YP_546561
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Spectral Count —|

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
log, log, log, log, log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2456 1.42 E-1 5.814 5.703 6.760 0117 YXAKARY 9.25E-2 23.556 24.120 24.865 -0.611 Y K]
Shikimate kinase [Methylobacillus flagellatus KT]637939382 YP_ 546562
MELA2457 7.032 6.503 7.792 0655 Y Y 227e2 26.654 25.635 27.232 1.053
type II and 1T secretion system protein [Methylobacillus flagellatus KT7637939383 YP_ 546563
MFLA2458 4.419 4.844 5.647 0224 YK Y 83E2 24335 23.706 25.055 0.707
type 1V pilus assembly protein PiIP [Methylobacillus flagellatus KT]637939384 YP_546564
MFLA2455 4.397 3.893 5.167 0472 YCJE R s891E3 2385t 23.148 24.542 0.700
" Pilus assembly protein, PilO [Methylobacillus flagellatus KT]637939385 YP_546565 """
3.482 3.422 4.452 0.055 Y Y 4.33E-2 22.839 23.450 24.177 -0.628
MFLAZ460 | o]0
Fimbrial assembly [Methylobacillus flagellatus KT]637939386 YP_ 546566
MFLA2a6s 0P E! 5.515 5.278 6.401 0225 Y Y 175E1  24.027 24.326 25.184 -0.157
type 1V pilus assembly protein PiIM [Methylobacillus flagellatus KT]637939387 YP_546567
1.1E-2 6.504 6.840 7.682 0347 YRJEJY 11e2 26304 26.972 27.677 -0.679
MFLA2462 —_— = .
Penicillin-binding protein 14 [Methylobacillus flagellatus KT]637939388 YP_546568
3.120 2.184 3.727 0.947 Y Y 2.03E-1 21.048 21.320 22.190 -0.166
MFLA2463 o]
hypothetical protein [Methylobacillus flagellatus KT]637939389 YP_ 546569
2.03 E-2 5.964 5.442 6.726 o511 YJEJY 386E2 24367 24.825 25.614 -0.466
MFLA2464
Porphobilinogen synthase [Methylobacillus flagellatus KT]637939390 YP_ 546570
MFLA2aes 10 B2 5.874 5.448 6.677 0430 Y Y 6.18E2 23683 24.460 25.123 -0.816
Indole-3-glycero/-phosphate synthase [Methylobacillus flagellatus KT]637939391 YP_ 546571
0.000 0.000 0.000 0.000
MFLAZ466 L
hypothetical protein [Methylobacillus flagellatus KT]637939392 YP 546572
MFLA2ae7 T4 ET 5.265 5.363 6.315 0092 YRJEJY s856E2 23870 24.300 25.101 0425 Y
anthranilate phosphoribosyltransrerase [Methylobacillus flagellatus KT]637939393 YP_546573
MFLA2468 7.214 7.403 8.312 0228 YJEJY 6152 24791 25.562 26.227 072 YKJ
glutamine amidotransferase of anthranilate synthase or para-aminobenzoate synthase [Methylobacillus flagellatus KT]637939394 YP_ 546574
MFLA2469 3.427 2.295 3.970 2169 Y Y 21E2 17.984 20.105 20.403 ERFINERG © |
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC sensor(s) [Methylobacillus flagellatus KT]637939395 YP_ 546575
0.000 0.000 0.000 0.000
MFLA2470 i . § .-
hypothetical protein [Methylobacillus flagellatus KT]637939396 YP_546576
MFLA2471 8.420 7.968 9.212 038 YO Y 2561 27.504 27.561 28.533 0137 YKJ
anthranilate synthase component I [Methylobacillus flagellatus KT]637939397 YP_546577
MFLAZazy > E11 8.704 9.176 9.959 0472 YRJEJY to1e2 2803t 28.630 29.362 0604 Y4
Ribulose-phosphate 3-epimerase [Methylobacillus flagellatus KT]637939398 YP_546578
MELA2473 4.429 4.151 5.296 0229 YK Y 993E2 22387 22.955 23.699 0736 Y
Shikimate/quinate 5-dehydrogenase [Methylobacillus flagellatus KT]637939399 YP_ 546579
MFLA2474 5.389 5.656 6.529 0328 Y Y 1471 25258 25.602 26.440 -0.263
peptide chain refease factor 1 [Methylobacillus flagellatus KT]637939400 YP_546580
0.000 0.000 0.000 0.000
MFLA2475 |1
hypothetical protein [Methylobacillus flagellatus KT]637939401 YP_546581
MFLA2476 3.753 3.523 4.643 0264 Y Y tate1 22077 22.740 23.447 -0.637
" modification methylase, HemK family [Methylobacillus flagellatus KT]637939402 YP_ 546582 """
0.521 0.521 Y Y 19.623 19.623
MFLA2477 nn

Beta-lactamase [Methylobacillus flagellatus KT]637939403 YP_546583
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity Protein Intensity 1|
RF log, log, log, log, log, log, C -7
(o] g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio onsensus
MFLA2478 0.000 0.000 0.000 0.000
" protein of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637939404 YP_ 546584 """
MFLA2479 0.000 0.000 .- 0.000 0.000
" putative carbonic anhydrase, family 3 [Methylobacillus flagellatus KT]637939405 YP_546585 """
MFLA24g0 D O2E73 4.705 5.524 6.172 0818 G Y s811E2 24427 24.880 25.672 -0.523
homoserine O-acetyltransterase [Methylobacillus flagellatus KT]637939406 YP_546586
MFLAzags 106 E7 4.126 5.601 6.044 -1520 GERJEJY 464E2 22610 23.784 24.314 -1.566
Methionine biosynthesis MetW [Methylobacillus flagelliatus KT]637939407 YP_ 546587
0.000 0.000 0.000 0.000
MFLAZ482 - | L
hypothetical protein [Methylobacillus flagellatus KT]637939408 YP_ 546588
MFLA2483 0.000 0.000 | ] | 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939409 YP_ 546589
MELA2484 4.003 3.999 5.001 0075 YR Y 429e2 2163t 22.771 23.311 -1.166
exodeoxyribonuclease 11 (xth) [Methylobacillus flagellatus KT]637939410 YP_546590
MFLA2ass oL EZ 6.080 6.159 7.120 0135 Y Y 42962 25164 25.813 26.525 -0.724
orotate phosphoribosyltransferase [Methylobacillus flagellatus KT]637939411 YP_ 546591
MFLA2486 0.346 0.346 Y nn Y 17.766 17.766
7/U mismatch-specific DNA glycosylase [Methylobacillus flagellatus KT]637939412 YP_546592
2.562 2.562 Y Y 26.354 26.354
MFLAZ487 - | o]
hypothetical protein [Methylobacillus flageliatus KT]637939413 YP 546593
MFLA2ass OOt E7 7.844 8.297 9.088 0461 YR Y 197E1  27.097 27.183 28.140 -0.109
" glutamy/-tRNA(GIn) amidotransferase, B subunit [Methylobacillus fiagellatus KT]637939414 YP 546594 """
MFLA2485 5.620 6.167 6.919 0626 YIJEJY 411e2 25406 26.555 27.092 -1.149
" glutamy/-tRVA(GIn) amidotransferase, A subunit [Methylobacillus flagellatus KT]637939415 YP_546595 """
MFLA2400 67 E8 5.810 6.810 7.395 -tooo G Y 13282 24675 25.548 26.177 -0.902
" glutamy/-tRVA(GIn) amidotransferase, C subunit [Methylobacillus flagellatus KT1637939416 YP_ 546596 """
MFLAZ491 L4 E3 8.047 8.307 9.183 0269 YJEJG 458E3 27566 28.758 29.282 -1.196
" cell shape determining protein, MreB/Mrl family [Methylobacillus flagellatus KT]637939417 YP_ 546597 """
MFLA2492 4.628 4.494 5.563 o116 YJEJY t26E1 22949 23.408 24.197 -0.480
rod shape-determining protein MreC [Methylobacillus flagellatus KT]637939418 YP_ 546598
MFLA2493 0.000 0.000 | 0.000 0.000
Rod shape-determining protein MreD [Methylobacillus flagellatus KT]637939419 YP_ 546599
MFLA2494 4.025 3.715 4.878 o264 YR Y 2781 22076 22.061 23.068 0.046
Peptidoglycan glycosyltransterase [Methylobacillus flagellatus KT]637939420 YP_546600
MFLA2495 0.000 0.000 .- 0.000 0.000
Rod shape-determining protein RodA [Methylobacillus flagellatus KT]637939421 YP 546601
2.19E-5 5.696 4.523 6.226 1207 R Y 11E2 24849 23.928 25.461 0.932
MFLA2496
rare /jpoprotein A [Methylobacillus flagellatus KT]637939422 YP 546602
MFLA2497 0 7.546 6.255 8.040 1231 R Y 20561 26220 26.338 27.280 -0.068
Serine-type D-Ala-D-Ala carboxypeptidase [Methylobacillus flagellatus KT]637939423 YP_ 546603
1.540 1.540 Y Y 21.733 21.733
MFLA2408 | o]
" aminotransferase, class IV [Methylobacillus flagellatus KT]637939424 YP_ 546604 """
0.000 0.000 0.000 0.000
MFLAZ499 L

protein of unknown function DUF493 [Methylobacillus flagellatus KT]637939425 YP_ 546605
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0.000 0.000 0.000 0.000
MFLA2500 — =
/jpoate-protein ligase B [Methylobacillus flagellatus KT]637939426 YP_546606
0.000 0.000 0.000 0.000
MFLA2SO1 _ 1
ljpoic acid synthetase [Methylobacillus flagellatus KT]637939427 YP 546607
MFLA2502 3.619 3.505 4.563 o063 Y Y 6472 21.055 22.420 22.893 -1.562
protein of unknown function DUF21 [Methylobacillus flagellatus KT]637939428 YP_ 546608
MFLA2503 4.933 4.800 5.868 o130 YR Y o914e2 23720 24.087 24.915 -0.425
" Ublquinone biosynthesis hydroxylase, UbitH/UbiF/VisC/COQ6 family [Methylobacillus flagellatus KT]637939429 YP_546609 """
MFLA2504 0.000 0.000 | 0.000 0.000
" pyridoxamine 5"-phosphate oxidase-relatea, FIMN-binding [Methylobacillus flagellatus KT]637939430 YP_ 546610 """
MFLA250s 00 E© 5.820 4.635 6.346 1156 R Y 293E2 25262 23.940 25.748 1.296
NADPH-dependent FMN reductase [Methylobacillus flagellatus KT]637939431 YP_ 546611
1.521 1.521 Y Y 18.032 18.032
MFLA2506 = i | ; un
histidine triad (HIT) protein [Methylobacillus flagellatus KT]637939432 YP_ 546612
3.996 4.722 5.404 -0.702 Y Y 8.56E-2 22.659 22.759 23.710 -0.097
MFLA2507 o]0
TonB-like protein [Methylobacillus flageliatus KT]637939433 YP 546613
3.692 4.271 5.011 0605 YJEJY 548E2 21612 22.678 23.241 -1.522
MFLA2508 .
UDP-NV-acetylmuramate [Methylobacillus flagellatus KT]637939434 YP_546614
MELA2509 5.786 6.409 7.131 0837 YJEJY 745E2 24339 25.558 26.073 -1.884
S-methyltetrahydrofolate--homocysteine methyltransferase [Methylobacillus flageliatus KT]637939435 YP_ 546615
4.860 4.125 5.539 0847 Y Y 202E1 22586 22.909 23.756 0.028
MFLA2510 § .,
Mg chelatase-related protein [Methylobacillus flagellatus KT]637939436 YP_ 546616
MFLA2511 3.093 3.669 4.410 0501 YR Y 171e1 22667 23.334 24.038 -1.332
protein of unknown function DUF526 [Methylobacillus flagelliatus KT]637939437 YP_ 546617
0.000 0.000 0.000 0.000
MFLAZ512 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637939438 YP 546618
MFLA2513 0.000 0.000 | ] | 0.000 0.000
" nitrogen regulatory protein P-II (GInB, GInk) [Methylobacillus flagellatus KT]637939439 YP_ 546619 """
0.000 0.000 0.000 0.000
MFLAZ514 , ]
ammonium transporter [Methylobacilus flagellatus K77637939440 YP_546620
0.000 0.000 0.000 0.000
MFLA2515 ..
hypothetical protein [Methylobacillus flagellatus KT]637939441 YP_ 546621
MFLA2516 4.832 4.656 5.747 o125 YR Y 251e2 22878 24.200 24.685 -1.549
Glutamate--cysteine ligase GshA [Methylobacillus flagellatus KT]637939442 YP_ 546622
4.55 E-3 5.783 5.034 6.456 0751 Ry 2781 23883 23.894 24.889 -0.008
MFLA2517 = =
glutathione synthetase [Methylobacillus flagellatus KT]637939443 YP_ 546623
MFLA2518 7.696 6.563 8.238 0873 Y Y 113E1 26984 25.955 27.559 0.655
77p pilus assembly protein tip-associated adhesin PilY1-like protein [Methylobacillus fiagellatus KT]637939444 YP 546624
2.398 2.398 Y Y 19.488 19.488
MFLA2519 o]0
hypothetical protein [Methylobacillus flagellatus KT]637939445 YP_546625
0.000 0.000 0.000 0.000
MFLA2520 - | 1
hypothetical protein [Methylobacillus flagelliatus KT]637939446 YP_ 546626
0.000 0.000 0.000 0.000
MFLA2521 .-

hypothetical protein [Methylobacillus flagelliatus KT]637939447 YP_ 546627
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ORF

0.000 0.000 25.444 25.444
MFLA2522
methylation [Methylobacillus flagellatus KT]637939448 YP_546628
2.813 3.422 4.150 0.394 1.43E-2  23.604 24.156 24.906 o448 Y4
MFLA2523 ) y
methylation [Methylobacillus fliagellatus KT]637939449 YP_ 546629
MFLA2524 0 8.169 9.723 10.146 -1.629 1.11 E-2 28.687 29.527 30.167 -0.861
conserved hypothetical protein-putative formaldehyde-activating enzyme [Methylobacillus fiagellatus KT]637939450 YP 546630
MFLA2525 1.521 0.346 2.050 1174 YRR Y 19.918 19.646 20.788 0272 Y
A/G-specific adenine glycosylase [Methylobacillus flagellatus KT]637939451 YP_ 546631
4.11 E-2 7.258 6.978 8.125 0.280 Y Y 1.26E-1 25.870 26.117 26.999 -0.237 Y
MFLA2526 | 0]0] @]
AsmA [Methylobacillus flagellatus KT71637939452 YP_ 546632
MFLA2527 0.000 0.000 | ] | 0.000 0.000
" undecaprenol kinase, putative [Methylobacillus flagellatus KT]637939453 YP_ 546633 """
3.482 3.729 4.611 -0.210 Y Y 479 E-2 23.165 24.785 25.191 -1.495 Y
MFLA2528 - _ o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637939454 YP_546634
3.408 3.962 4.712 -0.541 Y Y 2.42E-1 22.503 22.361 23.434 0.128 Y
MFLA2529 @]0] @]
" Pseudouridine synthase, Rsu [Methylobacillus flagellatus KT]637939455 YP_546635 """
MFLA2530 7.597 7.791 8.697 0417 YRJEJY 189E2  26.363 28.030 28.425 1715 Y
thiamine biosynthesis protein THiC [Methylobacillus flagellatus KT]637939456 YP_ 546636
MFLAZs3s 2 EE 5.905 4.509 6.369 1436 R Y 498e2 24918 22.533 25.171 2.211
protein-L-isoaspartate(D-aspartate) O-methyltransrerase [Methylobacillus flagellatus KT]637939457 YP_ 546637
3.235 3.295 4.265 -0.027 Y Y 1.28E-1 21.519 20.936 22.257 0.664 Y
MFLA2532 a0 O
secretion protein HIyD [Methylobacillus flagellatus KT]637939458 YP_ 546638
3.952 3.032 4.564 0926 Y Y 234E1 2208t 22.224 23.154 0.019
MFLA2533 — = = .
acrifiavin resistance protein [Methylobacillus flagellatus KT7637939459 YP_546639
MFLA2534 4.186 3.032 4.721 1029 YRJJY 6442 23734 22.168 24.154 1.512
" Type I secretion outer membrane protein, To/C [Methylobacillus flagellatus KT]637939460 YP_546640 """
0.813 1.585 2.250 -0.772 Y nn Y 21.390 20.508 22.015 0.882
MFLA2535 : :
/sochorismatase hydrolase [Methylobacillus flagellatus KT]637939461 YP_ 546641
MFLA2536 2.897 2.897 ig o |e 20.825 20.825
Three-deoxy-D-manno-octulosonic-acid transrerase-/ike protein [Methylobacillus flagellatus KT]637939462 YP 546642
MFLA2S37 0.346 0.346 g e|e )i 20.241 20.241
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637939463 YP_546643
MFLA2538 0.000 0.000 || 0.000 0.000
" two component transcriptional regulator, winged helix family [Methylobacilus flagellatus KT]637939464 YP_546644 """
MFLA2539 0.000 0.000 || 0.000 0.000
Outer membrane autotransporter barrel [Methylobacilus flagellatus K77637939465 YP_ 546645
4.587 3.254 5.069 1336 Y OJE R 71263 23885 22.240 24.285 1.671
MFLA2540 i :
/sochorismatase hydrolase [Methylobacillus flagellatus KT]637939466 YP_ 546646
MFLA2541 0 5.927 7.806 8.153 -1920 G Y 153E2 2411t 27.078 27.252 -3.112
Ribonucleoside-djphosphate reductase [Methylobacillus flagellatus KT]637939467 YP_546647
0 4.299 6.283 6.608 2792 G 254E2 23463 25.996 26.226 -2.912
MFLA2542 : i iy
hypothetical protein [Methylobacillus flagelliatus KT]637939468 YP_ 546648
3.461 4.191 4.872 0725 YR Y 1o05E1 22864 23.294 24.095 -0.557
MFLA2543

formaldehyde-activating enzyme [Methylobacillus flagellatus KT]637939469 YP_ 546649
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
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ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2544 0.000 0.000 0.000 0.000
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637939470 YP_546650 """
MFLA2545 0.000 0.000 || 0.000 0.000 |
RND multidrug efflux transporter MexB [Methylobacillus flagellatus KT]637939471 YP_ 546651
MFLA2546 0.000 0.000 | ] | 0.000 0.000 |
Cation/multidrug efflux pump-like protein [Methylobacillus flagellatus KT]637939472 YP_ 546652
0.000 0.000 0.000 0.000
ey 000 , || | |
IstB-like ATP-binding protein [Methylobacilus flagellatus KT]637939473 YP_546653
0.000 0.000 0.000 0.000
MFLA2548 ; ) ; .. .
" Integrase, catalytic region [Methylobacillus flagellatus KT]637939474 YP_546654 """
0.000 0.000 0.000 0.000
MFLAZ549 [ | |
hypothetical protein [Methylobacillus flagelliatus KT]637939475 YP_ 546655
MFLA2550 0.585 0.585 ig o |e 18.431 18.431 i o
Heavy metal translocating P-type ATPase [Methylobacillus flagellatus KT]637939476 YP_ 546656
MFLA2S51 2.746 2.746 Y nn Y 21.040 21.040 Y n
Heavy metal efflux pump CzcA [Methylobacillus flagellatus KT]637939477 YP_ 546657
0.000 0.000 0.000 0.000
MFLA2552 | | | |
secretion protein HlyD [Methylobacillus flagelliatus KT]637939478 YP_546658
MFLA2553 0.000 0.000 || 0.000 0.000 |
outer membrane efflux protein [Methylobacillus flagellatus KT]637939479 YP_ 546659
MFLA2554 0.000 0.000 | ] | 0.000 0.000 |
protein of unknown function UPFO060 [Methylobacillus flagellatus KT]637939480 YP_ 546660
0.000 0.000 0.000 0.000
MFLA2555 | | | |
hypothetical protein [Methylobacillus flagellatus KT]637939481 YP_546661
MFLA2556 0.000 0.000 | 0.000 0.000 |
RND multidrug efflux transporter MexB [Methylobacillus flagellatus KT]637939482 YP_ 546662
0.000 0.000 0.000 0.000
MFLA2557 | |
secretion protein HlyD [Methylobacillus flagellatus KT]637939483 YP_ 546663
MELA255S 3.700 3.754 4.728 0133 Y Y 754E2 22640 23.231 23.966 0711 Y
" transcriptional regulator, Ic/R family [Methylobacillus flagellatus KT]637939484 YP_546664 """
MFLA2550 0.000 0.000 | 0.000 0.000 |
binding-protein-dependent transport systems inner membrane component [Methylobacillus flagellatus KT7637939485 YP_546665
0.000 0.000 0.000 0.000
MFLA2560 ) [ | | |
ABC transporter related [Methylobacillus flagellatus KT]637939486 YP_546666
0.000 0.000 0.000 0.000
MFLA2561 - ) ; .. .
NLPA ljpoprotein [Methylobacillus flagellatus KT]637939487 YP_ 546667
0.000 0.000 0.000 0.000
MFLA2562 0.0 , | |
Glutamate--ammonia ligase [Methylobacillus flagellatus KT]637939488 YP_ 546668
MFLA2563 1.184 1.184 ig e |e 19.966 19.966 g o
Homoserine O-acetyltransrerase [Methylobacillus flagellatus KT]637939489 YP_546669
MFLA2564 2.259 2.649 3.467 0082 YIJEJY 548E2 22200 20.950 22.707 1139 YIJ
" transcriptional regulator, TetR ramily [Methylobacillus flageliatus KT]637939490 YP 546670 """
0.000 0.000 0.000 0.000
MFLAZ565 [ | |

hypothetical protein [Methylobacillus flagelliatus KT]637939491 YP 546671
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MFLA2566 1.521 1.521 YA Y 19.530 19.530 Y K]
Heavy metal efflux pump CzcA [Methylobacillus flagellatus KT]637939492 YP_ 546672
0.521 2.322 2.686 -1t YR Y 18.839 20.601 20.974 -1.762
MFLA2567 = = =
secretion protein HlyD [Methylobacillus flagellatus KT]637939493 YP 546673
MFLA2568 0.000 0.000 | ] | 0.000 0.000
outer membrane efflux protein [Methylobacillus flagellatus KT]637939494 YP 546674
0.000 0.000 0.000 0.000
MFLA2569 1
hypothetical protein [Methylobacillus flagellatus KT]637939495 YP_546675
MFLA2570 0.000 0.000 | 0.000 0.000
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637939496 YP_546676 """
MFLA2571 0 9.587 10.324  11.002 0938 GEJJY 196E1 30319 30.617 31.476 -0.705
S-methyltetrahydropteroyltriglutamate-- homocysteine S-methyltransferase [Methylobacillus flagellatus KT]637939497 YP_ 546677
3.744 2.889 4.379 0718 Y CJER 969E3 22773 20.239 23.003 3.012
MFLA2572 . = .
Catalase-like protein [Methylobacillus flageliatus KT]637939498 YP_ 546678
4.633 4.947 5.799 -0.249 Y Y 5.38E-2 22.229 22.961 23.641 -0.689
MFLA2573 o] o
/sochorismatase hydrolase [Methylobacillus flagellatus KT]637939499 YP_ 546679
1.106 2.739 3.142 0632 YRJEJY 7.24e2 20079 20.625 21.377 0.462
MFLA2574
Pirin-like protein [Methylobacillus flagellatus KT]637939500 YP_ 546680
MFLA2575 0.000 0.000 ig o |e 18.440 18.440
" transcriptional regulator, LysR ramily [Methylobacillus flagellatus KT7637939501 YP_546681 """
MFLA2576 0.000 0.000 | ] | 0.000 0.000
" protein of unknown function DUF6, transmembrane [Methylobacillus flagellatus KT]637939502 YP 546682 """
MFLA2577 1.521 1.521 ig e |e 18.994 18.994
FAD-dependent pyridine nucleotide-disuiphide oxidoreductase [Methylobacillus flagellatus KT]637939503 YP_546683
0.000 0.000 0.000 0.000
MFLA2578 i | ; ..
hypothetical protein [Methylobacillus flagellatus KT]637939504 YP_ 546684
0 6.568 3.654 6.748 2035 R R 77183 24644 22.551 24.948 2.211
MFLA2579
hypothetical protein [Methylobacillus flagelliatus KT]637939505 YP_ 546685
MFLA2580 2.328 1.807 3.091 052t YR Y 19.186 19.309 20.249 -0.122
" transcriptional regulator, TetR family [Methylobacillus flageliatus KT]637939506 YP_ 546686 """
MFLA2581 2.328 2.516 3.425 018 YR Y 21.304 22.345 22.917 -1.042
" transcriptional regulator, MarR family [Methylobacillus flagellatus KT]637939507 YP_546687 """
MFLA2582 1.106 1.106 ig e |e 18.410 18.410
" RNVD efflux system, outer membrane /jpoprotein, NodT [Methylobacillus flagellatus KT]637939508 YP_546688 """
MFLA2583 0.000 0.000 || 0.000 0.000
Fusaric acld resistance protein conserved region [Methylobacilus flagellatus K77637939509 YP_ 546689
MFLA2584 0.000 0.000 | ] | 0.000 0.000
protein of unknown function DUF1656 [Methylobacillus flagellatus KT]637939510 YP_546690
1.521 3.919 4.170 1399 YR Y 964E2  19.169 22.183 22.352 -1.920
MFLA2585 = . =
secretion protein HlyD [Methylobacillus flagellatus KT]637939511 YP_ 546691
0.000 0.000 0.000 0.000
MFLA2586 i | ; ..
hypothetical protein [Methylobacillus flagellatus KT]637939512 YP 546692
5.31 E-2 5.820 5.384 6.618 0436 YR Y 226E1 24748 24.714 25.731 0.026
MFLA2587

multi-sensor hybrid histidine kinase [Methylobacillus flagellatus KT]637939513 YP_ 546693
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MFLA2588 0.000 0.000 0.000 0.000
" MCP methyltransferase, CheR-type [Methylobacillus flagellatus KT]637939514 YP_546694 """
0.000 0.000 0.000 0.000
MFLA2589 ‘ | | | |
CheB methylesterase [Methylobacillus flagellatus KT7637939515 YP_ 546695
MFLA2590 3.106 3.391 4.255 0799 YK Y 7.63E2 21.044 21.477 22.277 0583 Y
response regulator receliver sensor signal transduction fistidine kinase [Methylobacillus flagellatus KT]637939516 YP_546696
MFLAZser 02 E2 6.366 6.510 7.440 0145 YR Y 42962 25858 26.755 27.375 0849 Y
Sshort-chaln dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637939517 YP_546697
MFLA2592 0.000 0.000 | 0.000 0.000
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637939518 YP_546698 """
0.000 0.000 0.000 0.000
MFLAZ593 L
hypothetical protein [Methylobacillus flagellatus KT]637939519 YP 546699
MELA2594 3.930 1.540 4.182 247 Y Y 7.09e2 22377 21.096 22.874 1.100
Uracil-DIVA glycosylase superfamily [Methylobacillus flagellatus KT]637939520 YP_ 546700
0.000 0.000 0.000 0.000
MFLA2595 [ 1
hypothetical protein [Methylobacillus flagellatus KT]637939521 YP 546701
0.000 0.000 0.000 0.000
MFLAZ596 L
proline-rich region [Methylobacillus flagellatus KT]637939522 YP_ 546702
0.000 0.000 0.000 0.000
MFLA2597 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637939523 YP 546703
0.000 0.000 0.000 0.000
MFLAZS98 L
hypothetical protein [Methylobacillus flagellatus KT]637939524 YP 546704
MFLA2599 0 7.004 3.523 7.128 3393 RIR 83563 25735 21.215 25.796 4.504
" 6-phosphogluconate dehydrogenase, decarboxylating [Methylobacillus flagellatus KT]637939525 YP_546705 """
3.540 3.540 Y Y 22.592 22.592
MFLA2600 i | ; nn
hypothetical protein [Methylobacillus flagelliatus KT]637939526 YP_ 546706
4.18 E-2 4.621 5.073 5.865 0548 Y Y 173E1 22446 24.179 24.559 -0.457
MFLA2601
PsiF [Methylobacillus flagellatus KT]637939527 YP_ 546707
MELA2602 6.464 6.816 7.651 0525 YR Y 23E1 25641 25.744 26.694 -0.089
Carboxymethylenebutenolidgase [Methylobacillus flagellatus KT]637939528 YP_546708
4.748 4.064 5.446 070t YK Y 248E1 2269 22.576 23.637 0.233
MFLA2603
restriction endonuclease [Methylobacillus flagellatus KT]637939529 YP_546709
1.16 E-1 5.642 5.643 6.643 0007 YJEJG 949E3 23552 24.824 25.324 -1.277
MFLA2604
N-6 DNA methylase [Methylobacillus flagellatus KT]637939530 YP_546710
3.173 3.488 4.339 0417 YR Y 207E2 21527 22.423 23.043 -0.905
MFLA2605 = -
virulence protein [Methylobacillus flagellatus KT]637939531 YP_ 546711
MFLA2606 2.967 3.764 4.420 0757 YK Y 1t28€1 21522 22.197 22.899 -0.799
restriction modification system DNA specificity domain [Methylobacillus flagellatus KT]637939532 YP_546712
MFLA2607 6.080 6.515 7.314 0355 YR Y 25962 24417 25.302 25.926 -0.867
protein of unknown function DUF450 [Methylobacillus flagelliatus KT]637939533 YP_ 546713
0.000 0.000 0.000 0.000
MFLAZ608 | N
[Methylobacillus flagellatus KT]639329604
4.949 4.098 5.585 0858 Y Y 225681 23671 23.546 24.610 0.075
MFLA2609

PIkB [Methylobacillus flagellatus KT]637939534 YP_ 546714
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MFLA2610 4.294 2.226 4.603 1994 YELJIKAY 9.64E-2 21.637 20.262 22.108 1.000 Y K]
" Sucrose-phosphate synthase, glycosyltransferase region [Methylobacillus flagellatus KT]637939535 YP_546715 """
MELAze1y 16 B2 4.929 4.880 5.905 0017 YRJEJY 195E1 23556 23.874 24.724 -0.309
" alpha amylase, catalytic region [Methylobacillus flagellatus KT]637939536 YP_ 546716 """
MFLA2612 2.923 2.540 3.744 o105 YR Y 1021 19717 22.552 22.741 -0.955
MscS Mechanosensitive fon channel [Methylobacillus flagellatus KT]637939537 YP 546717
0.000 0.000 0.000 0.000
MFLAZ613 1
hypothetical protein [Methylobacillus flagellatus KT]637939538 YP_546718
MFLA2614 0.000 0.000 | 0.000 0.000
" transcriptional regulator, ArsR family [Methylobacillus flagellatus KT]637939539 YP 546719 """
MFLA2615 4.017 4.308 5.170 0328 YJEJY 303E2 23468 24.662 25.185 -1.268
ProQ activator of osmoprotectant transporter ProP [Methylobacillus flagellatus KT]637939540 YP_ 546720
0.000 0.000 0.000 0.000
MFLAZ616 | N
NUDIX hydrolase [Methylobacilus flagellatus KT]637939541 YP 546721
1.825 1.825 Y Y 21.436 21.436
MFLAZ617 o]0
hypothetical protein [Methylobacillus flagellatus KT]637939542 YP 546722
MFLA2618 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF182 [Methylobacillus flagelliatus KT]637939543 YP_ 546723
MELAze1s [0 E 13 8.198 7.447 8.871 0749 R Y 2531 27153 27.114 28.134 0.024
Twin-arginine translocation pathway signal [Methylobacillus flagellatus KT]637939544 YP_ 546724
1.81 E-2 5.777 5.721 6.749 0018 YR Y 10561 24547 25.081 25.839 -0.612
MFLA2620
(2Fe-25)-binding [Methylobacillus flageliatus KT]637939545 YP_546725
MFLA2621 3.294 2.410 3.919 o862 Y Y 96282 22271 20.584 22.661 1.139
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637939546 YP_546726 """
MFLA2622 0.000 0.000 | 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939547 YP 546727
0.000 0.000 0.000 0.000
MFLAZ623 L
VanZ like protein [Methylobacillus flagellatus KT]637939548 YP_546728
0.000 0.000 Y Y 18.058 18.058
MFLA2624 i . § un
hypothetical protein [Methylobacillus flagellatus KT]637939549 YP_ 546729
0.000 0.000 0.000 0.000
MFLAZ625 N
[Methylobacillus flagellatus KT]639329605
MFLA2626 4.665 3.385 5.163 1295 YIJEJ Y 146E1  22.089 22.811 23.495 -0.265
diguanylate cyclase (GGDEF domain) [Methylobacillus flagellatus KT]637939550 YP_ 546730
0.000 0.000 0.000 0.000
MFLA2627 i | § .-
hypothetical protein [Methylobacillus flagellatus KT]637939551 YP 546731
MFLA2628 4.774 5.012 5.898 0243 YR Y 113E1 22659 23.122 23.909 -0.610
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC and GAF sensor(s) [Methylobacillus flagellatus KT]637939552 YP 546732
1.98 E-2 5.167 4.891 6.035 o2t6 YRJEJY t177e1  24.09 24.244 25.172 -0.132
MFLA2629
hypothetical protein [Methylobacillus flagellatus KT]637939553 YP_546733
MFLA2630 0.000 0.000 | 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939554 YP_ 546734
0.000 0.000 0.000 0.000
MFLA2631 .-

Entericidin EcnAB [Methylobacillus flagellatus KT]637939555 YP_546735
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MFLA2632 0.521 0.521 YA Y 18.491 18.491 Y K]
" transcriptional regulator, LysR family [Methylobacillus flagellatus KT]637939556 YP_546736 """
0.000 0.000 0.000 0.000
MFLA2633 | N
DoxX [Methylobacillus flagellatus KT]637939557 YP_ 546737
MFLA2634 0.000 0.000 | ] | 0.000 0.000
" Extradiol ring-cleavage dioxygenase, class 11 enzyme, subunit B [Methylobacillus flagellatus KT]637939558 YP 546738 """
4.547 4.462 5.505 ooeo YR Y 183E1 23177 23.302 24.241 -0.095
MFLA2635
MItA [Methylobacillus flagellatus KT]637939559 YP_ 546739
1.59 E-8 5.282 3.627 5.680 1397 R Y 243&1 23702 23.623 24.663 -0.031
MFLA2636 =
ApaG [Methylobacillus flagellatus KT]637939560 YP 546740
4.675 5.509 6.151 1303 YR Y 5282 24179 25.520 26.000 -1.237
MFLA2637
thiazole biosynthesis [Methylobacillus flagellatus KT]637939561 YP_ 546741
MELA2638 3.318 2.585 3.997 0333 YIJEJY 463E2 23362 23.017 24.200 -0.660
thiamine biosynthesis protein THiS [Methylobacillus flagellatus KT]637939562 YP_ 546742
3.952 4.609 5.317 0633 YIJEJY 22961  23.0% 23.126 24.092 -0.033
MFLA2639
Tetratricopeptide TPR_2 [Methylobacillus flagellatus KT]637939563 YP_546743
MFLA2640 3.159 3.213 4.186 0155 YRJEJY 231E1 20985 20.665 21.834 0.206
Deg7/DnrJ/EryC1/StrS aminotransferase [Methylobacillus flagellatus KT]637939564 YP_ 546744
0.000 0.000 0.000 0.000
MFLAZ641 - | 1
acyl/ carrier protein [Methylobacillus flagellatus KT7637939565 YP_ 546745
MFLAZ6az OO E! 5.515 5.733 6.628 0235 YR Y 139E2 24830 25.677 26.315 -0.863
3-oxoacy/-(acyl-carrier protein) synthase [Methylobacillus flagellatus KT]637939566 YP_ 546746
MFLA2643 3.996 4.162 5.081 0173 YR Y 1231 21615 22.201 22.938 -0.900
Short-chaln dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637939567 YP_546747
MFLAZGas 22 E 5.327 4.398 5.936 0847 R Y 2721 22687 22.702 23.695 -0.105
Sshort-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637939568 YP_ 546748
2.746 3.008 3.883 0443 Y Y 1t11E1 20548 21.866 22.352 -0.962
MFLA2645
acetyltransrerase [Methylobacillus flagellatus KT]637939569 YP_546749
2.521 2.226 3.381 1394 YRJEJY 15261 21393 22.179 22.839 0.236
MFLA2646 . .
Rieske (2Fe-2S) region [Methylobacillus flagellatus KT]637939570 YP_546750
0.813 0.813 Y Y 18.842 18.842
MFLA2647 o]
hypothetical protein [Methylobacillus flagelliatus KT]637939571 YP 546751
1.84 E-2 5.838 6.319 7.098 0484 YJEJY 22261 24.858 24.797 25.828 0.076
MFLA2648 .
Methyltransterase FkbM [Methylobacillus flagellatus KT]637939572 YP_546752
0.000 0.000 0.000 0.000
MFLA2649 . § i .-
hypothetical protein [Methylobacillus flagellatus KT]637939573 YP_ 546753
MFLA2650 3.270 4.669 5.133 -1765 YR Y 239E2 21868 23.262 23.727 -1.706
" glycosyl transferase, family 2 [Methylobacillus flagellatus KT]637939574 YP_546754 """
0.000 0.000 0.000 0.000
MFLA2651 N
CsbD-/ike protein [Methylobacillus flagellatus KT]637939575 YP_546755
MFLA2652 0.000 0.000 | 0.000 0.000
1-aminocyclopropane-1-carboxylate deaminase-/ike protein [Methylobacillus flagelliatus KT]637939576 YP_ 546756
0 6.773 0.000 6.786 5602 R Y 1161 25075 18.267 25.088 5.419
MFLA2653

TonB-dependent receptor [Methylobacillus flagellatus KT]637939577 YP_546757
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity il friers; =)
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log, Ratio
MFLA2654 0.000 0.000 0.000 0.000
major facilitator superfamily MFS_1 [Methylobacillus flagellatus KT]637939579 YP_ 546758
MELA2655 5.719 5.098 6.442 0503 Y Y 202E1 24656 24.518 25.589 0.093
response regulator receiver (CheY-like) moaulated metal dependent phosphohydrolase [Methylobacillus flagellatus KT7637939580 YP_ 546759
MFLA2656 4.481 3.924 5.229 0523 Y Y 218E1  23.088 22.820 23.960 0.158
multi-sensor hybrid histidine kinase [Methylobacillus flagellatus KT]637939581 YP_546760
MFLA2657 0.000 0.000 || 0.000 0.000
FEnoy/l-CoA hydratase/isomerase [Methylobacillus flagellatus KT]637939582 YP_546761
MFLA2658 4.080 4.080 g o|e ) 23.375 23.375
membrane protein involved in aromatic hydrocarbon degradation [Methylobacillus flagellatus KT]637939583 YP_ 546762
0.000 0.000 0.000 0.000
MFLAZ659 L
hypothetical protein [Methylobacillus flagelliatus KT]637939584 YP_ 546763
4.435 5.093 5.801 0657 YJEJY 27E2 24365 25.223 25.857 -0.841
MFLA2660 .
UspA [Methylobacillus flagellatus KT]637939585 YP_546764
5.74 E-2 5.631 5.541 6.587 0043 Y Y 2231 23979 23.906 24.943 0.070
MFLA2661
"ATPase, F£1-£2 type [Methylobacillus flagellatus KT]637939586 YP_546765 """
MFLA2662 4.696 4.281 5.504 0436 YJEJY 26661  24.49 24.548 25.522 -0.362
Phosphomethyipyrimidine kinase [Methylobacillus flagellatus KT]637939587 YP_ 546766
MFLA2663 1.184 1.184 ig o |e 20.634 20.634
thiamine-phosphate pyrophosphorylase [Methylobacillus flagellatus KT]637939588 YP_ 546767
MFLA2664 3.6 E-4 4.787 5.689 6.308 0949 G Y 117E2 24467 25.622 26.157 -1.149
" glutamate-1-semjialdehyde-2, 1-aminomutase [Methylobacillus flagellatus KT]637939589 YP_546768 """
1.843 2.739 3.360 o105 YR Y 271e1 18846 19.883 20.456 0.184
MFLA2665
hypothetical protein [Methylobacillus flagellatus KT]637939590 YP_546769
MFLA2666 4.875 4.654 5.769 022 YK Y 208E1  24.028 23.811 24.923 0.232
uroporphyrinogen decarboxylase [Methylobacillus flagellatus KT]637939591 YP_ 546770
7.967 8.439 9.222 -0.427 Y nn Y 8.94E-3  27.545 28.017 28.800 -0.475
MFLA2667 . o .
Peptidoglycan-binding LysM [Methylobacillus flagellatus KT]637939592 YP_ 546771
0.000 0.000 0.000 0.000
MFLAZ668 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637939593 YP_546772
MFLA2665 5.638 6.115 6.896 0640 Y Y ti5e1 25272 25.631 26.463 -0.355
Sshort-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637939594 YP 546773
0.000 0.000 0.000 0.000
MFLA2670 1
hypothetical protein [Methylobacillus flagellatus KT]637939595 YP_546774
0.000 0.000 0.000 0.000
MFLA2671 i | ) .-
hypothetical protein [Methylobacillus flagellatus KT]637939596 YP 546775
0.521 2.000 2.442 -1.479 Y nn Y 19.312 20.316 20.899 -1.004
MFLA2672
primosomal protein N’ [Methylobacillus fiagellatus KT]637939597 YP 546776
1.74 -4 7.864 8.224 9.055 0351 YR Y 2721 26581 26.560 27.571 -0.148
MFLA2673 . :
arginyl-tRVA synthetase [Methylobacillus flagellatus KT]637939598 YP_546777
2.78 E-3 4.701 5.450 6.123 -0.772 G Y 3.86E-2 24.827 25.622 26.279 -0.824
MFLA2674 : , .n
Sporulation related [Methylobacillus flagellatus KT]637939599 YP_ 546778
7.347 7.664 8.514 0275 YR Y t13e1 27977 28.388 29.197 -0.387
MFLA2675

DSBA oxidoreductase [Methylobacillus flagellatus KT]637939600 YP_546779
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log log, log, -7
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
MFLA2676 0.000 0.000 0.000 0.000
Short-chain dehydrogenase/reductase SDR [Methylobacillus flagellatus KT]637939601 YP_ 546780
0.000 0.000 0.000 0.000
MFLA2677 - ) ) .. .
hypothetical protein [Methylobacillus flageliatus KT]637939602 YP 546781
0.000 0.000 0.000 0.000
MFLAZ678 L |
hypothetical protein [Methylobacillus flagellatus KT]637939603 YP_ 546782
0.000 0.000 0.000 0.000
MFLA2679 , 1 |
TonB-dependent receptor [Methylobacillus flagellatus KT]637939604 YP_546783
0.000 0.000 0.000 0.000
MFLAZ680 | | _
putative FecR [Methylobacillus flagellatus KT]637939605 YP_ 546784
0.000 0.000 0.000 0.000
MFLAZ681 L |
sigma-24 (Fecl-like) [Methylobacillus flagellatus KT]637939606 YP_ 546785
1.521 1.521 Y Y 18.823 18.823 Y
MFLA2682 - ) un n
DINA adenine methylase [Methylobacillus flagellatus KT]637939607 YP_ 546786
0.000 0.000 0.000 0.000
MFLAZ683 || _
hypothetical protein [Methylobacillus flagellatus KT]637939608 YP_ 546787
0.000 0.000 0.000 0.000
MFLAZ684 |1 |
hypothetical protein [Methylobacillus flagellatus KT]637939609 YP_546788
MFLA2685 0.000 0.000 || 0.000 0.000 |
Phage-related protein tall component-like protein [Methylobacillus flagellatus KT]637939610 YP_ 546789
0.000 0.000 0.000 0.000
MFLAZ686 ||| _
hypothetical protein [Methylobacillus flagellatus KT]637939611 YP 546790
0.000 0.000 0.000 0.000
MFLAZ687 |1 |
hypothetical protein [Methylobacillus flagellatus KT]637939612 YP_546791
0.000 0.000 0.000 0.000
MFLAZ688 - | ||| _
hypothetical protein [Methylobacillus flagelliatus KT]637939613 YP 546792
0.000 0.000 0.000 0.000
MFLAZ689 L _
hypothetical protein [Methylobacillus flagellatus KT]637939614 YP_ 546793
0.000 0.000 0.000 0.000
MFLA2690 - ) ) .. .
hypothetical protein [Methylobacillus flagellatus KT]637939615 YP_546794
0.000 0.000 0.000 0.000
MFLAZ691 L _
hypothetical protein [Methylobacillus flagelliatus KT]637939616 YP_ 546795
0.000 0.000 0.000 0.000
MFLAZ692 1 |
hypothetical protein [Methylobacillus flagellatus KT]637939617 YP_546796
0.000 0.000 0.000 0.000
MFLA2693 - | ||| _
hypothetical protein [Methylobacillus flagellatus KT]637939618 YP 546797
0.000 0.000 0.000 0.000
MFLAZ694 L |
hypothetical protein [Methylobacillus flagellatus KT]637939619 YP 546798
0.000 0.000 0.000 0.000
MFLAZ695 L _
hypothetical protein [Methylobacillus flagellatus KT]637939620 YP_546799
2.562 2.562 Y Y 21.401 21.401 Y
MFLA2696 - ) ) nn n
hypothetical protein [Methylobacillus flagelliatus KT]637939621 YP 546800
0.000 0.000 0.000 0.000
MFLAZ697 |1 |

hypothetical protein [Methylobacillus flagellatus KT]637939622 YP 546801
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AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, X
ORF g-value Methylamine Methanol Sc Sum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus
0.000 0.000 0.000 0.000
MFLA2698 i . .
hypothetical protein [Methylobacillus flagellatus KT]637939623 YP_546802
0.000 0.000 0.000 0.000 |
MFLA2699 = = .
hypothetical protein [Methylobacillus flagellatus KT]637939624 YP 546803
0.000 0.000 0.000 0.000
MELA2700 | |
hypothetical protein [Methylobacillus flagellatus KT]637939625 YP_ 546804
MFLA2701 0.000 0.000 || 0.000 0.000 |
Mu-like prophage FluMu protein gp28-like [Methylobacillus flagellatus KT]637939626 YP_546805
0.000 0.000 0.000 0.000
MFLA2702 - ) ) .. .
hypothetical protein [Methylobacillus flagelliatus KT]637939627 YP_ 546806
0.000 0.000 0.000 0.000
MFLA2703 | |
hypothetical protein [Methylobacillus flagellatus KT]637939628 YP_ 546807
0.000 0.000 0.000 0.000
MFLA2704 - _ | | | |
hypothetical protein [Methylobacillus flagellatus KT]637939629 YP_546808
MFLA2705 0.000 0.000 | 0.000 0.000 |
" transcriptional regulators, TraR/DksA family [Methylobacillus flagellatus KT]637939630 YP_546809 """
0.000 0.000 0.000 0.000
e 0.000 , | | | |
bacteriophage lysis protein [Methylobacillus flagellatus KT]637939631 YP_546810
MFLA2707 0.000 0.000 || 0.000 0.000 |
" V-acetylmuramoy/-L-alanine amidase, family 2 [Methylobacillus flagellatus KT7637939632 YP_ 546811 """
1.813 2.871 3.437 -0.056 Y Y 1.01E-1 18.745 20.596 20.949 -0.814 Y
MFLA2708 o0 O
hypothetical protein [Methylobacillus flagellatus KT]637939633 YP_ 546812
4.687 2.907 5.056 0.771 Y Y 1.4 E-1 25.025 21.689 25.161 1.765 Y
MFLA2709 o]0 @]
hypothetical protein [Methylobacillus flagellatus KT]637939634 YP_546813
MFLA2710 2.000 2.000 g o|e ) 21.637 21.637 O
" transcriptional regulator, XRE family [Methylobacillus flagellatus KT]637939635 YP_546814 """
0.000 0.000 0.000 0.000
MELAZ711 | |
hypothetical protein [Methylobacillus flagellatus KT]637939636 YP_ 546815
0.000 0.000 0.000 0.000
MFLA2712 - _ [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637939637 YP_546816
0.000 0.000 0.000 0.000
MFLA2713 | | | ||
hypothetical protein [Methylobacillus flagelliatus KT]637939638 YP_ 546817
0.000 0.000 0.000 0.000
MFLA2714 [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637939639 YP_546818
0.000 0.000 0.000 0.000
MFLA2715 - _ [ | | |
hypothetical protein [Methylobacillus flagellatus KT]637939640 YP 546819
0.000 0.000 Y Y 18.280 18.280 Y
MFLA2716 a0 O
hypothetical protein [Methylobacillus flagellatus KT]637939641 YP_ 546820
MFLA2717 0.000 0.000 || 0.000 0.000 |
conserved hypothetical phage-related protein [Methylobacillus flagellatus KT]637939642 YP_ 546821
0.000 0.000 0.000 0.000
MFLA2718 - ) ) .. .
hypothetical protein [Methylobacillus flagelliatus KT]637939643 YP 546822
0.000 0.000 0.000 0.000
MFLAZ719 | |

hypothetical protein [Methylobacillus flagellatus KT]637939644 YP_ 546823
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0.000 0.000 0.000 0.000
MFLA2720
hypothetical protein [Methylobacillus flagellatus KT]637939645 YP_546824
0.813 0.000 1.463 083 Y ¥ 20.506 18.754 20.881 1.752
MFLA2721 = = .
hypothetical protein [Methylobacillus flagellatus KT]637939646 YP 546825
0.000 0.000 0.000 0.000
MFLA2722 .-
hypothetical protein [Methylobacillus flagellatus KT]637939647 YP_ 546826
0.000 0.000 0.000 0.000
MFLA2723 .-
hypothetical protein [Methylobacillus flagellatus KT]637939648 YP_546827
MFLA272a PO E2 5.064 5.014 6.039 0059 YR Y 39E2 21691 22.969 23.467 1712 Y
histone-like DNA-binding protein [Methylobacillus flagellatus KT71637939649 YP 546828
0.000 0.000 0.000 0.000
MFLA2725 .-
hypothetical protein [Methylobacillus flagelliatus KT]637939650 YP_ 546829
0.000 0.000 0.000 0.000
MFLAZ726 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637939651 YP_546830
0.000 0.000 0.000 0.000
MFLA2727 |1
hypothetical protein [Methylobacillus flagelliatus KT]637939652 YP 546831
MFLA2728 0.000 0.000 || 0.000 0.000
protein of unknown function DUF1018 [Methylobacillus flagellatus KT]637939653 YP_546832
0.000 0.000 0.000 0.000
MFLA2729 - | |1
hypothetical protein [Methylobacillus flagellatus KT]637939654 YP 546833
0.000 0.000 0.000 0.000
MFLAZ730 L
hypothetical protein [Methylobacillus flagellatus KT]637939655 YP_ 546834
0.000 0.000 0.000 0.000
MFLA2731 .-
hypothetical protein [Methylobacillus flagellatus KT]637939656 YP_546835
2.761 2.627 3.696 -0.056 Y Y 1.59E-1 21.986 21.423 22.732 0.257 Y
MFLA2732 ‘ 0]0] @]
Se/l [Methylobacillus flagellatus KT]637939657 YP_ 546836
MFLA2733 48 El 5.985 5.864 6.926 o2t YK Y 407E2 24616 24.993 25.817 0391 YO
flavodoxin/nitric oxide synthase [Methylobacillus flagellatus KT]637939658 YP_546837
MELA2734 7.200 6.892 8.055 o288 YIJEJY te6E2 25104 25.650 26.402 055 Y J
Glutamate synthase (NADPH) [Methylobacillus flagellatus KT]637939659 YP_ 546838
0.000 0.000 0.000 0.000
MFLA2735 |1
hypothetical protein [Methylobacillus flagellatus KT]637939660 YP_ 546839
3.844 2.788 4.411 1210 YRJEJ Y 4.290€2  21.440 19.994 21.891 1.572
MFLA2736
putative FecR [Methylobacillus flagellatus KT]637939661 YP_546840
MELA2737 5.020 5.689 6.393 0831 YIJEJY 1o06E1  24.025 24.641 25.366 -0.942
diguanylate cyclase/phosphodiesterase (GGDEF & FAL domains) with PAS/PAC sensor(s) [Methylobacillus flageliatus KT]637939662 YP_ 546841
MFLA2738 0.000 0.000 | ] | 0.000 0.000
periplasmic sensor signal transauction histidine kinase [Methylobacillus flagellatus KT]637939663 YP_ 546842
MFLA273e 16 E2 5.341 4.839 6.112 o489 YJEJY 425e2 223865 24.151 24.647 -1.565
" two component transcriptional regulator, winged helix family [Methylobacilus flagellatus KT7637939664 YP_546843 """
0.000 0.000 0.000 0.000
MFLA2740 - | |1
hypothetical protein [Methylobacillus flagelliatus KT]637939665 YP 546844
8.68 E-2 6.511 6.506 7.509 ooos Y Y 189E2 25287 26.171 26.795 -0.905
MFLA2741

unn

" glucosamine--fructose-6-phosphate aminotransferase, isomerizing [Methylobacillus flagellatus KT]637939666 YP_54684.

Supplemental Data Table for Hendrickson ef a/.



Spectral Count —{

AM/OH M Flagellatus Spectral Count AM/OH M Flagellatus Protein Intensity el el = |
log, log, log, log, log, log, -7 )
ORF g-value Methylamine Methanol ScSum log,Ratio Regulation g-value Methylamine Methanol Pi Sum log,Ratio Consensus Log; Ratio
LSRR 2.56 E-2 5.969 5.734 6.857 0178 YK AL AY 4.38E-2 23.481 24.459 25.051 -1.214 Y K]
UDP-NV-acetylglucosamine pyrophosphorylase [Methylobacillus flageliatus KT]637939667 YP_ 546846
e 3.42 E-5 6.349 6.993 7.707 -0.629 G Y 2.27E-1 26.754 26.562 27.661 -0.018
" ATP synthase F1, epsilon subunit [Methylobacilus fliagellatus KT]637939668 YP_ 546847 """
e 0 11.115 11.685 12.428 -0.567 G Y 3.85E-2 31.688 31.928 32.813 -0.235
"ATP synthase F1, beta subunit [Methylobacillus flagellatus KT]637939669 YP_ 546848 """
MFLA27as 0% E 13 8.496 7.809 9.193 o684 RIIY 20761 27846 27.951 28.900 -0.153
" ATP synthase F1, gamma subunit [Methylobacillus flagellatus KT]637939670 YP_ 546849 """
MFLA2746 0 10.562 10.895  11.738 0346 YIJEJY te6e2 31242 31.464 32.357 -0.222
"ATP synthase F1, alpha subunit [Methylobacillus flagellatus KT]637939671 YP_ 546850 """
MFLA2747 0 8.919 9.755  10.397 085 GEIJY 7032 27577 28.078 28.849 -0.575
" ATP synthase F1, delta subunit [Methylobacillus flagellatus KT]637939672 YP_ 546851 """
0 6.468 7.612 8.151 1132 G Y 13282 26542 28.077 28.505 -1.693
MFLA2748 . .
" ATP synthase FO, B subunit [Methylobacillus flagellatus KT]637939673 YP_546852 """
0.000 0.000 0.000 0.000
MFLA2749 L
" ATP synthase FO, C subunit [Methylobacillus flagellatus KT]637939674 YP_546853 """
0.000 0.000 0.000 0.000
MFLA2750 ) ; .-
" ATP synthase FO, A subunit [Methylobacillus flagellatus KT]637939675 YP_546854 """
0.000 0.000 0.000 0.000
MFLA2751 . = .-
ATP synthase protein I [Methylobacillus flagellatus KT]637939676 YP_ 546855
6.485 6.913 7.714 0488 Y Y 15961 26132 26.242 27.188 -0.128
MFLA2752 ’ > . :
parB-like partition proteins [Methylobacillus flagellatus KT]637939677 YP_546856
MFLA27s3 A8 ELT 6.054 4.341 6.438 1731 R Y 59E2 24120 22.585 24.548 1.481
" Cobyrinic acid a, c-diamide synthase [Methylobacillus flagellatus KT]637939678 YP_ 546857 """
1.843 3.334 3.773 0492 YR Y 204E1 21892 22.999 23.549 -0.090
MFLA2754 ) ;
methyltransferase GidB [Methylobacillus flagellatus KT]637939679 YP_546858
MFLA27ss S El 5.723 5.646 6.685 o066 YIJEJY 914E2 23929 24.329 25.143 -0.356
glucose inhibited division protein A [Methylobacillus flagellatus KT]637939680 YP_546859
MFLA2756 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF1555 [Methylobacillus flagellatus KT]637939681 YP_546860
MFLA2757 4.700 5.218 5.982 0521 YRJEJY t49E1 22658 22.998 23.838 -0.516
RNVA modification GTPase TrmkE [Methylobacillus flagellatus KT]637939682 YP_ 546861
MFLA27ss A6 B2 6.542 6.430 7.487 o0 YR Y s07E2 2612t 26.757 27.474 -0.692
60 kDa Inner membrane insertion protein [Methylobacillus flagellatus KT]637939683 YP_546862
MFLA2750 0.000 0.000 .- 0.000 0.000
protein of unknown function DUF37 [Methylobacillus flagellatus KT]637939684 YP_ 546863
MFLA2760 1.106 1.106 Y nn Y 20.977 20.977
ribonuclease P protein component [Methylobacillus flagellatus KT]637939685 YP_546864
0.000 0.000 0.000 0.000
MFLA2761 .-

ribosomal protein L34 [Methylobacillus flagellatus KT]637939686 YP_546865

Supplemental Data Table for Hendrickson ef a/.



