Table 1. The 85 genomes utilized in the study. The Genome Tag and the species name of the organism for which the genome has been utilized are given.

	﻿Genome Tag
	Name

	NC_011586
	Acinetobacter baumannii AB0057

	NC_010611
	Acinetobacter baumannii ACICU

	NC_009085
	Acinetobacter baumannii ATCC 17978

	NC_010410
	Acinetobacter baumannii AYE

	NC_010400
	Acinetobacter baumannii

	NC_005966
	Acinetobacter sp. ADP1

	NC_010995
	Cellvibrio japonicus Ueda107

	NC_007963
	Chromohalobacter salexigens DSM 3043

	NC_009792
	Citrobacter koseri ATCC BAA-895

	NC_009778
	Enterobacter sakazakii ATCC BAA-894

	NC_009436
	Enterobacter sp. 638

	NC_004547
	Erwinia carotovora subsp. atroseptica SCRI1043

	NC_010694
	Erwinia tasmaniensis Et1/99

	NC_008253
	Escherichia coli 536

	NC_008563
	Escherichia coli APEC O1

	NC_010468
	Escherichia coli ATCC 8739

	NC_004431
	Escherichia coli CFT073

	NC_009801
	Escherichia coli E24377A

	NC_009800
	Escherichia coli HS

	NC_002655
	Escherichia coli O157:H7 EDL933

	NC_011353
	Escherichia coli O157:H7 str. EC4115

	NC_002695
	Escherichia coli O157:H7 str. Sakai

	NC_011415
	Escherichia coli SE11

	NC_010498
	Escherichia coli SMS-3-5

	NC_010473
	Escherichia coli str. K-12 substr. DH10B

	NC_000913
	Escherichia coli str. K-12 substr. MG1655

	NC_007946
	Escherichia coli UTI89

	AC_000091
	Escherichia coli W3110 DNA

	NC_011283
	Klebsiella pneumoniae 342

	NC_009648
	Klebsiella pneumoniae subsp. pneumoniae MGH 78578

	NC_005126
	Photorhabdus luminescens subsp. laumondii TTO1

	NC_010554
	Proteus mirabilis HI4320

	NC_009656
	Pseudomonas aeruginosa PA7

	NC_002516
	Pseudomonas aeruginosa PAO1

	NC_008463
	Pseudomonas aeruginosa UCBPP-PA14

	NC_008027
	Pseudomonas entomophila L48

	NC_004129
	Pseudomonas fluorescens Pf-5

	NC_007492
	Pseudomonas fluorescens Pf0-1

	NC_009439
	Pseudomonas mendocina ymp

	NC_009512
	Pseudomonas putida F1

	NC_010322
	Pseudomonas putida GB-1

	NC_002947
	Pseudomonas putida KT2440

	NC_010501
	Pseudomonas putida W619

	NC_009434
	Pseudomonas stutzeri A1501

	NC_005773
	Pseudomonas syringae pv. phaseolicola 1448A

	NC_007005
	Pseudomonas syringae pv. syringae B728a

	NC_004578
	Pseudomonas syringae pv. tomato str. DC3000

	NC_007204
	Psychrobacter arcticus 273-4

	NC_007969
	Psychrobacter cryohalolentis K5

	NC_009524
	Psychrobacter sp. PRwf-1

	NC_010067
	Salmonella enterica subsp. arizonae serovar 62:z4,z23:--

	NC_011149
	Salmonella enterica subsp. enterica serovar Agona str. SL483

	NC_006905
	Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67

	NC_011205
	Salmonella enterica subsp. enterica serovar Dublin str. CT_02021853

	NC_011294
	Salmonella enterica subsp. enterica serovar Enteritidis str. P125109

	NC_011274
	Salmonella enterica subsp. enterica serovar Gallinarum str. 287/91

	NC_011083
	Salmonella enterica subsp. enterica serovar Heidelberg str. SL476

	NC_011080
	Salmonella enterica subsp. enterica serovar Newport str. SL254

	NC_011147
	Salmonella enterica subsp. enterica serovar Paratyphi A str. AKU_12601

	NC_006511
	Salmonella enterica subsp. enterica serovar Paratyphi A str. ATCC 9150

	NC_010102
	Salmonella enterica subsp. enterica serovar Paratyphi B str. SPB7

	NC_011094
	Salmonella enterica subsp. enterica serovar Schwarzengrund str. CVM19633

	NC_003198
	Salmonella enterica subsp. enterica serovar Typhi str. CT18

	NC_004631
	Salmonella enterica subsp. enterica serovar Typhi Ty2

	NC_003197
	Salmonella typhimurium LT2

	NC_009832
	Serratia proteamaculans 568

	NC_010658
	Shigella boydii CDC 3083-94

	NC_007613
	Shigella boydii Sb227

	NC_007606
	Shigella dysenteriae Sd197

	NC_004741
	Shigella flexneri 2a str. 2457T

	NC_004337
	Shigella flexneri 2a str. 301

	NC_008258
	Shigella flexneri 5 str. 8401

	NC_007384
	Shigella sonnei Ss046

	NC_008800
	Yersinia enterocolitica subsp. enterocolitica 8081

	NC_010159
	Yersinia pestis Angola

	NC_008150
	Yersinia pestis Antiqua

	NC_005810
	Yersinia pestis biovar Microtus str. 91001

	NC_003143
	Yersinia pestis CO92

	NC_004088
	Yersinia pestis KIM

	NC_008149
	Yersinia pestis Nepal516

	NC_009381
	Yersinia pestis Pestoides F

	NC_009708
	Yersinia pseudotuberculosis IP 31758

	NC_006155
	Yersinia pseudotuberculosis IP 32953

	NC_010634
	Yersinia pseudotuberculosis PB1/+

	NC_010465
	Yersinia pseudotuberculosis YPIII


Table 2. PDB IDs for the protein structures utilized in the study. The chain of the protein used in the study for each of the protein structures is also shown.

	ID
	Chain

	12AS
	A

	1A0P
	A

	1A2O
	A

	1A6J
	A

	1A6X
	A

	1A99
	A

	1AB4
	A

	1AF7
	A

	1AH9
	A

	1AHN
	A

	1AJZ
	A

	1AKO
	A

	1AOY
	A

	1AYL
	A

	1B00
	A

	1B0A
	A

	1B0U
	A

	1B62
	A

	1B6S
	D

	1B79
	A

	1B9L
	A

	1BBW
	A

	1BDF
	A

	1BF6
	A

	1BJO
	A

	1BXD
	A

	1BXK
	A

	1BY5
	A

	1BYK
	A

	1C17
	M

	1C8U
	A

	1CBU
	A

	1CFZ
	F

	1CHU
	A

	1CL0
	A

	1CL2
	A

	1CLH
	A

	1CLI
	A

	1CM7
	A

	1CMC
	A

	1CS1
	A

	1CT9
	A

	1CTU
	A

	1CW0
	A

	1CY8
	A

	1D1R
	A

	1D2F
	A

	1D5Y
	A

	1DB3
	A

	1DBS
	A

	1DCJ
	A

	1DDE
	A

	1DDI
	A

	1DDS
	A

	1DE6
	D

	1DFO
	D

	1DG1
	G

	1DI7
	A

	1DJ0
	A

	1DJ8
	A

	1DKG
	A

	1DKG
	D

	1DKL
	A

	1DM9
	A

	1DNP
	A

	1DPP
	A

	1DRW
	A

	1DUV
	G

	1DV1
	A

	1DWK
	A

	1DXF
	A

	1DZT
	B

	1E0G
	A

	1E2T
	H

	1E8C
	A

	1ECJ
	A

	1ECM
	A

	1ECQ
	D

	1EFU
	B

	1EGR
	A

	1EI1
	A

	1EJ0
	A

	1EKR
	A

	1EKX
	A

	1EM8
	A

	1EM8
	B

	1EQ2
	A

	1EQ7
	A

	1EQQ
	A

	1ESN
	D

	1ESO
	A

	1EV0
	A

	1EXK
	A

	1EY1
	A

	1EZ1
	B

	1F0X
	A

	1F33
	A

	1F47
	A

	1F4L
	A

	1F6D
	D

	1F76
	E

	1F7X
	A

	1FA8
	A

	1FC4
	A

	1FDR
	A

	1FEP
	A

	1FFT
	F

	1FFT
	G

	1FFT
	H

	1FHU
	A

	1FJJ
	A

	1FL2
	A

	1FMC
	A

	1FOV
	A

	1FPO
	A

	1FQ0
	A

	1FRW
	A

	1FS0
	E

	1FS0
	G

	1FTS
	A

	1FUI
	A

	1FUX
	A

	1FVK
	A

	1FWP
	A

	1FXX
	A

	1FYE
	A

	1G1B
	A

	1G64
	A

	1G7O
	A

	1G8R
	B

	1GET
	A

	1GEU
	A

	1GFS
	A

	1GG4
	A

	1GHH
	A

	1GL3
	A

	1GLF
	X

	1GN0
	A

	1GPM
	D

	1GRJ
	A

	1GRV
	A

	1GSO
	A

	1GT7
	M

	1GTP
	T

	1GVF
	B

	1GVH
	A

	1GXT
	A

	1GYT
	L

	1GZ0
	H

	1H1T
	A

	1H48
	A

	1H5T
	D

	1H75
	A

	1H9C
	A

	1HJP
	A

	1HJR
	A

	1HK9
	A

	1HL2
	A

	1HOT
	A

	1HQ1
	A

	1HRU
	A

	1HSL
	A

	1HT2
	L

	1HV9
	A

	1HW2
	A

	1HXQ
	A

	1HZ4
	A

	1I1Q
	B

	1I2L
	A

	1I4V
	A

	1I6A
	A

	1I78
	A

	1I7F
	A

	1I7H
	A

	1I8D
	A

	1ID0
	A

	1ID1
	A

	1IEZ
	A

	1IGW
	A

	1IHO
	A

	1IJI
	A

	1IK4
	F

	1IL2
	A

	1INJ
	A

	1IPH
	A

	1ISC
	A

	1IWN
	A

	1IYE
	A

	1J1V
	A

	1J2R
	D

	1J6T
	A

	1J79
	A

	1JBK
	A

	1JDI
	F

	1JE3
	A

	1JGS
	A

	1JKE
	D

	1JKX
	A

	1JNT
	A

	1JPD
	X

	1JQM
	B

	1JR7
	A

	1JSW
	A

	1JSX
	A

	1JW2
	A

	1JWB
	B

	1JX7
	A

	1JXI
	A

	1JYH
	A

	1JZ2
	A

	1K0G
	A

	1K2V
	N

	1K4M
	A

	1K4N
	A

	1K6D
	A

	1K70
	A

	1K77
	A

	1K7K
	A

	1K82
	D

	1K87
	A

	1KAG
	A

	1KAR
	A

	1KAS
	A

	1KEE
	G

	1KEE
	H

	1KEW
	A

	1KFD
	A

	1KFT
	A

	1KHZ
	A

	1KJX
	A

	1KK9
	A

	1KKG
	A

	1KMI
	Z

	1KMK
	A

	1KMN
	D

	1KMP
	A

	1KO0
	A

	1KOF
	A

	1KON
	A

	1KP3
	A

	1KQG
	A

	1KQG
	B

	1KQG
	C

	1KSV
	A

	1KY9
	A

	1L0H
	A

	1L0V
	A

	1L2P
	A

	1L2U
	A

	1L5J
	A

	1L5O
	A

	1L6W
	J

	1L6Y
	B

	1L7V
	A

	1L7V
	C

	1LBI
	A

	1LDI
	A

	1LI7
	A

	1LN4
	A

	1LQA
	A

	1LRR
	A

	1LV3
	A

	1LV7
	A

	1LYL
	A

	1M33
	A

	1M3U
	A

	1M5W
	H

	1M5Y
	A

	1M7X
	A

	1MBT
	A

	1MC3
	A

	1MDZ
	A

	1MKB
	A

	1MKZ
	B

	1ML5
	Z

	1ML8
	A

	1MLA
	A

	1MPQ
	A

	1MUL
	A

	1MUY
	A

	1MWJ
	A

	1MWZ
	A

	1MZG
	A

	1MZR
	A

	1MZS
	A

	1N2A
	A

	1N2S
	A

	1N3G
	A

	1N4D
	A

	1N8F
	D

	1N8O
	E

	1NAQ
	A

	1NEI
	A

	1NI5
	A

	1NI7
	A

	1NI9
	A

	1NIJ
	A

	1NJK
	A

	1NLM
	A

	1NMP
	F

	1NN4
	A

	1NNX
	A

	1NP6
	A

	1NQK
	A

	1NR9
	A

	1NS5
	A

	1NT4
	A

	1NTR
	A

	1NUL
	A

	1NVI
	E

	1NY8
	A

	1NYE
	A

	1NYT
	D

	1NZJ
	A

	1O0C
	A

	1O2F
	B

	1O67
	A

	1O7L
	D

	1O8B
	A

	1O8C
	A

	1O9B
	A

	1OAP
	A

	1OCX
	A

	1ODD
	A

	1OHB
	A

	1OI4
	A

	1OJ4
	A

	1OJ7
	D

	1OJG
	A

	1OJL
	F

	1OKJ
	D

	1OLT
	A

	1ONP
	A

	1OQF
	A

	1OR7
	A

	1OR7
	C

	1ORO
	A

	1OTJ
	A

	1OVQ
	A

	1OVX
	A

	1OWC
	A

	1OWG
	A

	1OWG
	B

	1OY1
	A

	1OYY
	A

	1P1X
	A

	1P3W
	B

	1P7M
	A

	1P91
	A

	1P9K
	A

	1P9P
	A

	1PB0
	C

	1PB6
	A

	1PF5
	A

	1PHO
	A

	1PII
	A

	1PJS
	A

	1PKY
	A

	1POK
	B

	1POT
	A

	1PPY
	A

	1PS9
	A

	1PSU
	A

	1PSW
	A

	1PT8
	A

	1PTM
	A

	1PUG
	A

	1PUI
	A

	1PV2
	A

	1PVO
	F

	1PVS
	A

	1PW4
	A

	1PW7
	A

	1PXF
	A

	1Q07
	A

	1Q0A
	A

	1Q16
	A

	1Q1K
	A

	1Q2L
	A

	1Q39
	A

	1Q5X
	A

	1Q6I
	A

	1Q7B
	D

	1Q8I
	A

	1Q8R
	A

	1QAP
	A

	1QB4
	A

	1QD5
	A

	1QF6
	A

	1QFE
	A

	1QGD
	A

	1QHL
	A

	1QJ5
	A

	1QJ9
	A

	1QJO
	A

	1QM5
	A

	1QMI
	A

	1QO1
	O

	1QOJ
	A

	1QOR
	A

	1QR7
	D

	1QSG
	A

	1QTE
	A

	1QU9
	A

	1QUM
	A

	1QUN
	L

	1QUT
	A

	1QWD
	A

	1QXH
	A

	1QYA
	A

	1QYN
	A

	1QYR
	A

	1QYU
	A

	1R30
	A

	1R3F
	A

	1R48
	A

	1R62
	A

	1R6B
	X

	1R6Q
	D

	1R8G
	A

	1R9Q
	A

	1RC6
	A

	1RFL
	A

	1RI6
	A

	1RKQ
	A

	1RKS
	A

	1RLT
	D

	1RNL
	A

	1RQI
	B

	1RQV
	A

	1RRE
	A

	1RRM
	A

	1RRZ
	A

	1RWU
	A

	1RYK
	A

	1S16
	A

	1S20
	H

	1S4K
	A

	1S5P
	A

	1S5U
	A

	1S7C
	A

	1S7D
	A

	1S98
	A

	1S9U
	A

	1SBK
	A

	1SBP
	A

	1SBZ
	A

	1SCZ
	A

	1SDI
	A

	1SEH
	A

	1SFE
	A

	1SFF
	A

	1SG5
	A

	1SG7
	A

	1SIG
	A

	1SOY
	A

	1SPV
	A

	1SR2
	A

	1SR3
	A

	1SRO
	A

	1SU1
	D

	1SUR
	A

	1SV6
	A

	1SZ2
	A

	1SZQ
	A

	1SZW
	A

	1T0U
	A

	1T1L
	A

	1T33
	A

	1T3D
	A

	1T3H
	A

	1T3T
	A

	1T43
	A

	1T7D
	A

	1T8Y
	F

	1T98
	A

	1TD2
	A

	1TDJ
	A

	1TE0
	A

	1TE2
	A

	1TE7
	A

	1TF1
	A

	1THQ
	A

	1TIK
	A

	1TJ7
	A

	1TJD
	A

	1TJL
	J

	1TLT
	A

	1TLZ
	A

	1TM6
	A

	1TO3
	A

	1TOL
	A

	1TQ5
	A

	1TQQ
	A

	1TRE
	A

	1TUM
	A

	1TUV
	A

	1TVM
	A

	1TXK
	A

	1TXY
	A

	1U00
	A

	1U08
	A

	1U10
	F

	1U2E
	A

	1U2L
	A

	1U2M
	A

	1U5W
	H

	1U60
	A

	1U6Z
	A

	1U80
	A

	1U8U
	A

	1U9L
	A

	1UA8
	A

	1UAA
	A

	1UAE
	A

	1UC7
	A

	1UCW
	A

	1UJC
	A

	1UNN
	C

	1UOD
	A

	1UQU
	A

	1UQW
	B

	1UR3
	M

	1URH
	A

	1USK
	A

	1UTA
	A

	1UUF
	A

	1UUG
	A

	1V4A
	A

	1V58
	A

	1VB3
	A

	1VB6
	A

	1VBV
	A

	1VEW
	D

	1VH1
	A

	1VH4
	A

	1VH9
	A

	1VHM
	A

	1VHZ
	A

	1VI7
	A

	1VIU
	A

	1VIX
	B

	1VLO
	A

	1VLY
	A

	1VMI
	A

	1VPD
	A

	1VRC
	A

	1VS7
	B

	1VS7
	C

	1VS7
	D

	1VS7
	E

	1VS7
	G

	1VS7
	H

	1VS7
	I

	1VS7
	K

	1VS7
	L

	1VS7
	M

	1VS7
	N

	1VS7
	Q

	1VS7
	R

	1VS7
	S

	1VS7
	T

	1VS8
	0

	1VS8
	1

	1VS8
	3

	1VS8
	F

	1VS8
	G

	1VS8
	I

	1VS8
	P

	1VS8
	Q

	1VS8
	U

	1VS8
	W

	1VS8
	Y

	1W26
	A

	1W36
	B

	1W36
	C

	1W36
	D

	1W7A
	A

	1W7K
	A

	1W8G
	A

	1WCR
	A

	1WDN
	A

	1WND
	A

	1WOD
	A

	1WQ5
	B

	1WV4
	A

	1WXI
	A

	1X07
	A

	1X1L
	X

	1X2A
	A

	1X2H
	A

	1X6J
	A

	1X8C
	A

	1X8D
	A

	1X8F
	A

	1X8M
	A

	1X8X
	A

	1XA4
	A

	1XBV
	A

	1XDP
	A

	1XDY
	A

	1XEO
	A

	1XEY
	A

	1XHS
	A

	1XIK
	B

	1XM5
	A

	1XN7
	A

	1XNF
	A

	1XPI
	A

	1XRC
	A

	1XRH
	A

	1XS0
	A

	1XS1
	F

	1XS9
	A

	1XSK
	A

	1XSQ
	A

	1XVI
	A

	1XW8
	A

	1XWY
	A

	1XX3
	A

	1XXH
	I

	1XXI
	F

	1XXI
	J

	1Y00
	A

	1Y0G
	A

	1Y2I
	A

	1Y4C
	A

	1Y4Z
	C

	1Y5N
	B

	1Y6V
	B

	1Y79
	1

	1Y8B
	A

	1YAC
	A

	1YB4
	A

	1YBA
	D

	1YDY
	A

	1YEP
	E

	1YFE
	A

	1YFN
	A

	1YH5
	A

	1YHD
	A

	1YIX
	A

	1YKA
	A

	1YNH
	D

	1YOE
	A

	1YON
	A

	1YR3
	F

	1YRL
	D

	1YRR
	A

	1YSP
	A

	1YSQ
	A

	1YT3
	A

	1YTA
	A

	1YW6
	A

	1YXD
	A

	1YYF
	A

	1YYV
	A

	1Z18
	A

	1Z3A
	A

	1Z5P
	A

	1Z67
	A

	1Z6F
	A

	1Z6R
	A

	1Z7E
	F

	1Z9T
	A

	1Z9U
	A

	1ZAY
	A

	1ZCD
	A

	1ZDM
	A

	1ZEN
	A

	1ZGZ
	A

	1ZH4
	A

	1ZLQ
	A

	1ZMR
	A

	1ZN1
	A

	1ZO1
	I

	1ZRQ
	C

	1ZUD
	1

	1ZUD
	2

	1ZVU
	A

	1ZYL
	A

	1ZZM
	A

	2A0B
	A

	2A29
	A

	2A6Q
	A

	2A6S
	A

	2A7U
	A

	2A7U
	B

	2AA4
	A

	2AAC
	A

	2AAY
	A

	2AB0
	A

	2ABH
	A

	2ABK
	A

	2ABM
	A

	2ACZ
	A

	2ACZ
	B

	2ACZ
	C

	2ACZ
	D

	2AD5
	A

	2AFA
	A

	2AHW
	A

	2AJI
	A

	2AKI
	X

	2AKI
	Y

	2AKI
	Z

	2AN1
	A

	2AP1
	A

	2AQ9
	A

	2AR0
	B

	2ASR
	A

	2ASY
	A

	2ATE
	A

	2AUK
	A

	2AVU
	A

	2AVU
	E

	2AVX
	A

	2AW4
	H

	2AW7
	J

	2AW7
	O

	2AW7
	P

	2AW7
	U

	2AWB
	2

	2AWB
	4

	2AWB
	C

	2AWB
	D

	2AWB
	E

	2AWB
	J

	2AWB
	K

	2AWB
	L

	2AWB
	M

	2AWB
	N

	2AWB
	O

	2AWB
	R

	2AWB
	S

	2AWB
	T

	2AWB
	X

	2AWB
	Z

	2AWO
	A

	2AXD
	S

	2AYX
	A

	2AZO
	A

	2B0C
	A

	2B1J
	C

	2B1K
	A

	2B20
	A

	2B3D
	A

	2B3T
	B

	2B3W
	A

	2BGZ
	A

	2BH2
	A

	2BH7
	A

	2BH8
	A

	2BHS
	A

	2BHT
	A

	2BN7
	A

	2BN8
	A

	2BNF
	B

	2BON
	A

	2BQ1
	E

	2BRU
	A

	2BRU
	C

	2BTD
	A

	2BUI
	D

	2BZ1
	A

	2BZT
	A

	2C44
	D

	2C4N
	A

	2C4R
	L

	2C7D
	O

	2C99
	A

	2CBN
	A

	2CG4
	A

	2CGL
	A

	2CGP
	A

	2CGT
	M

	2CMK
	A

	2CNT
	D

	2CX6
	A

	2D1P
	A

	2D1P
	B

	2D1P
	C

	2D2A
	A

	2D33
	A

	2D3W
	A

	2D4U
	A

	2D4X
	A

	2D4Y
	A

	2DBN
	A

	2DDW
	A

	2DER
	B

	2DFJ
	A

	2DH6
	A

	2DHM
	A

	2DLN
	A

	2DPT
	A

	2DQM
	A

	2DRI
	A

	2DWN
	A

	2DXA
	A

	2DY0
	A

	2E0W
	A

	2E2E
	A

	2E3D
	A

	2EBY
	A

	2EHJ
	A

	2EIP
	A

	2ESF
	A

	2EUA
	A

	2EVO
	A

	2EWN
	A

	2EXB
	A

	2EXY
	A

	2EYQ
	A

	2F00
	A

	2F09
	A

	2F1F
	B

	2F1M
	A

	2F1V
	A

	2F3G
	A

	2F3T
	A

	2F65
	A

	2F9Y
	A

	2F9Y
	B

	2FA1
	A

	2FDK
	A

	2FEK
	A

	2FIQ
	A

	2FKB
	C

	2FKI
	A

	2FMT
	A

	2FPO
	F

	2FPX
	A

	2FQ1
	B

	2FQG
	A

	2FRX
	A

	2FSU
	A

	2FU4
	B

	2FUV
	A

	2FWM
	X

	2FX3
	A

	2FYI
	A

	2FYM
	A

	2FZS
	M

	2G17
	A

	2G1A
	A

	2G2P
	A

	2G67
	A

	2G6W
	A

	2G7J
	A

	2G8S
	A

	2G8Y
	B

	2GAE
	A

	2GB5
	A

	2GBP
	A

	2GCX
	A

	2GE4
	A

	2GFF
	A

	2GFP
	A

	2GLS
	A

	2GLT
	A

	2GML
	A

	2GMW
	A

	2GN2
	A

	2GQS
	B

	2GS4
	A

	2GT2
	A

	2GT3
	A

	2GV1
	A

	2H09
	A

	2H1H
	A

	2H3E
	B

	2H7A
	A

	2HDI
	A

	2HFD
	A

	2HGK
	A

	2HI7
	B

	2HNB
	A

	2HO9
	A

	2HQA
	A

	2HTB
	A

	2HTN
	A

	2HUR
	F

	2HWG
	A

	2HXG
	A

	2HXR
	A

	2HZV
	A

	2I06
	A

	2I22
	A

	2I2U
	F

	2I5Q
	A

	2I68
	A

	2I6G
	B

	2I82
	A

	2I8L
	A

	2ICT
	A

	2ICU
	A

	2ID0
	A

	2IDB
	A

	2IDO
	C

	2IF6
	A

	2IFE
	A

	2IKS
	A

	2IMO
	A

	2IMP
	A

	2IOB
	A

	2IOQ
	A

	2IS3
	D

	2IUS
	A

	2IV2
	X

	2IVZ
	D

	2IW1
	A

	2J0X
	A

	2J4U
	P

	2J5V
	A

	2J6H
	A

	2JEE
	A

	2JFN
	A

	2JG0
	A

	2JGD
	B

	2JMR
	A

	2JN0
	A

	2JO6
	A

	2JOE
	A

	2JRP
	A

	2JRX
	A

	2JSO
	A

	2JSX
	A

	2JWY
	A

	2K1G
	A

	2LAO
	A

	2NLX
	A

	2NRF
	A

	2NS1
	A

	2NUL
	A

	2NUU
	L

	2NYA
	A

	2O0F
	A

	2O18
	A

	2O1S
	D

	2O5E
	A

	2O5W
	D

	2O90
	A

	2O97
	B

	2O9A
	D

	2OAU
	A

	2OBC
	A

	2OBM
	A

	2OGW
	A

	2OKQ
	A

	2OLW
	A

	2OQ3
	A

	2ORE
	D

	2OT2
	A

	2OUG
	A

	2OWL
	A

	2OWO
	A

	2OXL
	A

	2OZZ
	A

	2P0B
	A

	2P2F
	A

	2P2N
	A

	2P7V
	A

	2PAN
	A

	2PAQ
	A

	2PDO
	H

	2PFK
	A

	2PFU
	A

	2PG3
	A

	2PGX
	A

	2PIG
	A

	2PII
	A

	2PJD
	A

	2PJP
	A

	2PJU
	A

	2PL1
	A

	2POF
	A

	2POL
	A

	2PQY
	A

	2PTH
	A

	2PTS
	A

	2PW6
	A

	2PWZ
	A

	2PYT
	A

	2QDF
	A

	2QED
	A

	2QFI
	A

	2QFL
	A

	2QRY
	A

	2QVR
	A

	2QY6
	A

	2QZB
	A

	2R1A
	H

	2R1F
	B

	2R2F
	A

	2R4E
	A

	2R6G
	F

	2R6G
	G

	2RA2
	A

	2RCN
	A

	2RDD
	A

	2RDD
	B

	2RDZ
	D

	2RN2
	A

	2SCU
	A

	2SCU
	B

	2TPT
	A

	2TRX
	A

	2UDP
	A

	2USH
	B

	2UVK
	A

	2UYP
	A

	2V43
	A

	2V82
	A

	2V8N
	A

	2VB3
	X

	2VH1
	A

	2VNQ
	A

	2YPN
	A

	2YSU
	A

	2YVA
	A

	2Z23
	A

	2Z4I
	A

	2Z4N
	Z

	2Z9H
	F

	2ZHH
	A

	3B5W
	A

	3B6M
	A

	3B8P
	A

	3B9X
	D

	3BB6
	A

	3BBY
	A

	3BCG
	A

	3BEZ
	A

	3BF8
	A

	3BFW
	A

	3BII
	D

	3BLC
	A

	3BLS
	A

	3BM1
	A

	3BRQ
	A

	3BUL
	A

	3BWU
	C

	3BWU
	D

	3BXY
	A

	3C0U
	A

	3C17
	A

	3C3J
	A

	3C8G
	A

	3CA8
	A

	3CB4
	D

	3CIR
	N

	3CIR
	O

	3CIR
	P

	3CP2
	A

	3ECA
	A

	3EZE
	B

	3FIS
	A

	3MEF
	A

	3PFL
	A

	3R1R
	A

	3TAT
	A

	3TMS
	A

	3WRP
	A

	487D
	H

	487D
	N

	4AKE
	A

	4FUA
	A

	4UAG
	A

	5ABP
	A

	5TMP
	A

	8GEP
	A

	9ICD
	A


Table 3. Distribution of the number of alignments among the categories of divergence levels and number of amino acid contacts (Atom. Dens.). The total number of amino acid sites (aa sites) is also shown for each of the categories. The data were collected for alignments that included the 85 genomes for freeliving bacteria, those including only Escherichia coli and Salmonella typhimurium (Ec&St), those for the four Buchnera aphidicola endosymbiotic genomes, those including Buchnera endosymbionts for Acyrthosiphon pisum (Bap) and Schizaphis graminum (Bsg) and finally those including sequences of Blochmannia endosymbionts.

	Bacteria
	Divergence
	Atom. Dens.
	Alignments
	aa sites

	freeliving
	10
	5
	329
	9585

	 
	10
	8
	322
	28093

	 
	10
	11
	321
	34788

	 
	10
	14
	316
	13300

	 
	10
	17
	247
	1556

	 
	20
	5
	657
	14451

	 
	20
	8
	653
	59382

	 
	20
	11
	653
	73378

	 
	20
	14
	647
	28940

	 
	20
	17
	571
	3292

	 
	30
	5
	96
	1918

	 
	30
	8
	96
	8734

	 
	30
	11
	96
	10451

	 
	30
	14
	95
	3938

	 
	30
	17
	87
	410

	 
	 
	 
	 
	 

	Ec&St
	10
	5
	329
	9585

	 
	10
	8
	322
	28093

	 
	10
	11
	321
	34788

	 
	10
	14
	316
	13300

	 
	10
	17
	247
	1556

	 
	20
	5
	657
	14451

	 
	20
	8
	653
	59382

	 
	20
	11
	653
	73378

	 
	20
	14
	647
	28940

	 
	20
	17
	571
	3292

	 
	30
	5
	96
	1918

	 
	30
	8
	96
	8734

	 
	30
	11
	96
	10451

	 
	30
	14
	95
	3938

	 
	30
	17
	87
	410

	 
	 
	 
	 
	 

	Buchnera
	10
	5
	89
	4226

	 
	10
	8
	85
	7305

	 
	10
	11
	85
	8185

	 
	10
	14
	84
	2811

	 
	10
	17
	51
	248

	 
	20
	5
	123
	3082

	 
	20
	8
	121
	10619

	 
	20
	11
	121
	12961

	 
	20
	14
	120
	5022

	 
	20
	17
	97
	515

	 
	30
	5
	7
	298

	 
	30
	8
	7
	1085

	 
	30
	11
	7
	1329

	 
	30
	14
	7
	439

	 
	30
	17
	7
	21

	 
	 
	 
	 
	 

	Bap&Bsg
	10
	5
	113
	5138

	 
	10
	8
	107
	9043

	 
	10
	11
	107
	10353

	 
	10
	14
	106
	3611

	 
	10
	17
	65
	338

	 
	20
	5
	211
	5013

	 
	20
	8
	208
	18831

	 
	20
	11
	208
	23260

	 
	20
	14
	203
	8832

	 
	20
	17
	171
	921

	 
	30
	5
	12
	378

	 
	30
	8
	12
	1513

	 
	30
	11
	12
	1853

	 
	30
	14
	12
	663

	 
	30
	17
	12
	57

	 
	 
	 
	 
	 

	Blochmannia
	10
	5
	120
	4135

	 
	10
	8
	117
	10473

	 
	10
	11
	116
	12060

	 
	10
	14
	113
	4202

	 
	10
	17
	78
	394

	 
	20
	5
	213
	5242

	 
	20
	8
	210
	19001

	 
	20
	11
	210
	23496

	 
	20
	14
	205
	8987

	 
	20
	17
	176
	974

	 
	30
	5
	13
	410

	 
	30
	8
	13
	1659

	 
	30
	11
	13
	1931

	 
	30
	14
	13
	663

	 
	30
	17
	12
	39


Table 4. Amino acid structural densities and their divergence levels.

	 
	 
	 
	Buchnera
	 Blochmannia
	Free-living

	FuncCal
	Diver.
	Atom.Dens.
	poisson
	SD
	poisson
	SD
	poisson
	SD

	Metabol
	10
	5
	0.979
	0.224
	0.378
	0.150
	0.290
	0.143

	 
	10
	8
	0.753
	0.140
	0.369
	0.077
	0.225
	0.094

	 
	10
	11
	0.584
	0.145
	0.337
	0.089
	0.164
	0.072

	 
	10
	14
	0.361
	0.125
	0.269
	0.137
	0.102
	0.060

	 
	10
	17
	0.140
	0.198
	0.145
	0.187
	0.076
	0.092

	 
	20
	5
	0.992
	0.298
	0.422
	0.193
	0.583
	0.173

	 
	20
	8
	0.889
	0.169
	0.398
	0.078
	0.497
	0.119

	 
	20
	11
	0.720
	0.193
	0.378
	0.094
	0.390
	0.097

	 
	20
	14
	0.472
	0.168
	0.331
	0.156
	0.285
	0.096

	 
	20
	17
	0.365
	0.389
	0.175
	0.236
	0.209
	0.162

	 
	30
	5
	1.076
	0.464
	0.386
	0.040
	0.859
	0.161

	 
	30
	8
	1.118
	0.148
	0.443
	0.029
	0.747
	0.108

	 
	30
	11
	0.900
	0.184
	0.407
	0.026
	0.640
	0.106

	 
	30
	14
	0.602
	0.160
	0.291
	0.057
	0.487
	0.147

	 
	30
	17
	0.201
	0.284
	0.063
	0.140
	0.466
	0.287

	Cel. Proc.& signaling
	10
	5
	0.715
	0.318
	0.319
	0.186
	0.341
	0.149

	 
	10
	8
	0.572
	0.305
	0.320
	0.135
	0.230
	0.085

	 
	10
	11
	0.476
	0.276
	0.338
	0.228
	0.167
	0.074

	 
	10
	14
	0.286
	0.190
	0.248
	0.150
	0.118
	0.075

	 
	10
	17
	0.118
	0.132
	0.152
	0.212
	0.077
	0.113

	 
	20
	5
	0.909
	0.460
	0.384
	0.152
	0.565
	0.187

	 
	20
	8
	0.799
	0.277
	0.402
	0.113
	0.501
	0.124

	 
	20
	11
	0.621
	0.278
	0.394
	0.119
	0.402
	0.112

	 
	20
	14
	0.469
	0.196
	0.316
	0.143
	0.279
	0.108

	 
	20
	17
	0.334
	0.485
	0.121
	0.190
	0.216
	0.210

	 
	30
	5
	0.944
	0.364
	0.482
	0.123
	0.838
	0.182

	 
	30
	8
	0.808
	0.323
	0.428
	0.084
	0.740
	0.157

	 
	30
	11
	0.745
	0.270
	0.432
	0.055
	0.643
	0.101

	 
	30
	14
	0.518
	0.223
	0.316
	0.056
	0.511
	0.146

	 
	30
	17
	0.128
	0.181
	0.000
	0.000
	0.392
	0.212

	Information storage and processing
	10
	5
	0.504
	0.309
	0.294
	0.146
	0.244
	0.126

	 
	10
	8
	0.512
	0.250
	0.293
	0.108
	0.219
	0.096

	 
	10
	11
	0.405
	0.196
	0.297
	0.133
	0.165
	0.071

	 
	10
	14
	0.226
	0.225
	0.237
	0.251
	0.101
	0.074

	 
	10
	17
	0.159
	0.175
	0.129
	0.200
	0.093
	0.153

	 
	20
	5
	0.903
	0.303
	0.383
	0.167
	0.533
	0.176

	 
	20
	8
	0.835
	0.254
	0.390
	0.090
	0.457
	0.129

	 
	20
	11
	0.706
	0.216
	0.381
	0.103
	0.373
	0.101

	 
	20
	14
	0.483
	0.257
	0.307
	0.171
	0.284
	0.125

	 
	20
	17
	0.319
	0.296
	0.232
	0.296
	0.176
	0.164

	 
	30
	5
	1.242
	0.160
	0.332
	0.136
	0.827
	0.200

	 
	30
	8
	1.205
	0.023
	0.432
	0.077
	0.771
	0.155

	 
	30
	11
	1.045
	0.045
	0.466
	0.025
	0.669
	0.110

	 
	30
	14
	0.831
	0.076
	0.413
	0.048
	0.539
	0.170

	 
	30
	17
	0.043
	0.060
	0.061
	0.106
	0.357
	0.276


Table 5. Data for the analysis of enrichment for functional categories from the Cluster of Orthologous Groups for constrained or fast evolving amino acids.
	Buchnera
	 
	lower limit
	 
	upper limit

	 
	Overall
	Expected
	Observed
	x^2
	 
	expected
	Observed
	X^2

	ISP*
	116
	5.30
	0
	0.0934
	 
	1.58
	2.5
	0.1148

	J
	85
	3.88
	5
	0.3225
	 
	8.93
	6
	0.9597

	A
	1
	0.05
	0
	0.0457
	 
	0.11
	0
	0.1050

	K
	9
	0.41
	0
	0.4110
	 
	0.95
	1
	0.0032

	L
	21
	0.96
	1
	0.0018
	 
	2.21
	4
	1.4601

	 
	 
	 
	 
	 
	 
	 
	 
	 

	CPS*
	34
	1.55
	0
	1.3496
	 
	0.32
	0
	0.0516

	D
	4
	0.18
	1
	3.6576
	 
	0.42
	0
	0.4201

	V
	2
	0.09
	0
	0.0913
	 
	0.21
	0
	0.2100

	T
	1
	0.05
	0
	0.0457
	 
	0.11
	0
	0.1050

	M
	3
	0.14
	1
	5.4370
	 
	0.32
	0
	0.3151

	N
	1
	0.05
	0
	0.0457
	 
	0.11
	0
	0.1050

	U
	8
	0.37
	0
	0.3653
	 
	0.84
	3
	5.5521

	O
	17
	0.78
	1
	0.0645
	 
	1.79
	1
	0.3455

	 
	 
	 
	 
	 
	 
	 
	 
	 

	Met*
	65
	2.97
	0
	2.9680
	 
	0.53
	0.5
	0.2017

	C
	15
	0.68
	0
	0.6849
	 
	1.58
	3
	1.2884

	G
	12
	0.55
	0
	0.5479
	 
	1.26
	1
	0.0538

	E
	27
	1.23
	0
	1.2329
	 
	2.84
	3
	0.0095

	F
	6
	0.27
	0
	0.2740
	 
	0.63
	0
	0.6301

	H
	4
	0.18
	0
	0.1826
	 
	0.42
	0
	0.4201

	I
	3
	0.14
	0
	0.1370
	 
	0.32
	0
	0.3151

	P
	3
	0.14
	0
	0.1370
	 
	0.32
	1
	1.4890

	Q
	2
	0.09
	0
	0.0913
	 
	0.21
	0
	0.2100

	 
	 
	 
	 
	 
	 
	 
	 
	 

	Blochmannia
	 
	lower limit
	 
	Upper limit

	 
	Overall
	Expected
	Observed
	X^2
	 
	expected
	Observed
	X^2

	ISP*
	134
	1.94
	1.5
	1.4753
	 
	3.24
	2
	0.3716

	J
	90
	7.94
	13
	3.2227
	 
	13.24
	13
	0.0042

	A
	1
	0.09
	0
	0.0882
	 
	0.15
	0
	0.1471

	K
	11
	0.97
	2
	1.0918
	 
	1.62
	2
	0.0904

	L
	33
	2.91
	1
	1.2552
	 
	4.85
	2
	1.6772

	 
	 
	 
	 
	 
	 
	 
	 
	 

	CPS*
	62
	0.35
	1
	1.1695
	 
	0.59
	1
	0.0015

	D
	4
	0.35
	1
	1.1863
	 
	0.59
	1
	0.2882

	V
	2
	0.18
	0
	0.1765
	 
	0.29
	0
	0.2941

	T
	4
	0.35
	0
	0.3529
	 
	0.59
	0
	0.5882

	M
	13
	1.15
	2
	0.6342
	 
	1.91
	4
	2.2810

	N
	4
	0.35
	0
	0.3529
	 
	0.59
	0
	0.5882

	U
	11
	0.97
	1
	0.0009
	 
	1.62
	1
	0.2358

	O
	26
	2.29
	4
	1.2685
	 
	3.82
	3
	0.1774

	 
	 
	 
	 
	 
	 
	 
	 
	 

	Met*
	139
	1.94
	0
	3.2000
	 
	3.24
	2
	0.1189

	C
	24
	2.12
	4
	1.6732
	 
	3.53
	6
	1.7294

	G
	20
	1.76
	1
	0.3314
	 
	2.94
	1
	1.2812

	E
	38
	3.35
	0
	3.3529
	 
	5.59
	5
	0.0619

	F
	24
	2.12
	1
	0.5899
	 
	3.53
	1
	1.8127

	H
	24
	2.12
	0
	2.1176
	 
	3.53
	6
	1.7294

	I
	9
	0.79
	0
	0.7941
	 
	1.32
	2
	0.3458

	P
	6
	0.53
	0
	0.5294
	 
	0.88
	2
	1.4157

	Q
	3
	0.26
	0
	0.2647
	 
	0.44
	1
	0.7078


* Observed for the made categories was calculated to be the median of its subcategories
