Additional file 2: List of the mobile genetic elements in the draft genome
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GPD is the GutPhage Database.
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Gene NamePidentBitscoreSubject Sequence Lengthe-value Query Sequence LengthMajor mobileOG Category Minor mobileOG CategorySource Database

hup 65 124.4 96 1.00E-27 99phage replication/recombination/repairGPD

recA 80 528.1 333 1.10E-148 342replication/recombination/repairNA Plasmid RefSeq

NA 77 145.6 94 4.00E-34 92stability/transfer/defense NA Plasmid RefSeq

ruvB 71 493.4 340 2.90E-138 343replication/recombination/repairNA Plasmid RefSeq

radA 65 587.4 449 1.90E-166 452replication/recombination/repaircompetence Plasmid RefSeq

dut 62 195.3 143 6.90E-49 145transfer regulation GPD

rarA 65 538.5 424 9.80E-152 427replication/recombination/repairNA Plasmid RefSeq

groS 74 139 92 3.80E-32 93phage structural Plasmid RefSeq

groL 84 848.6 541 5.70E-245 548phage replication,chaperonePlasmid RefSeq

pinR_1 70 275.4 199 7.50E-73 206integration/excision NA GPD

comM 61 636.3 512 4.10E-181 512transfer competence GPD

clpX 66 491.5 404 1.30E-137 395phage replication/recombination/repairGPD

clpP 68 287.7 223 1.60E-76 225phage replication/recombination/repairGPD

dnaK 76 898.3 631 7.20E-260 634phage infection,regulation Plasmid RefSeq

uvrB 65 851.3 677 1.10E-245 668replication/recombination/repairNA GPD

clpC 61 975.3 852 6.20E-283 838phage replication,infection GPD

clpB 65 1068.5 8625.5e-311 864replication/recombination/repairchaperone GPD

recQ 66 994.6 734 8.50E-289 731replication/recombination/repairNA Plasmid RefSeq

gyrB 70 892.1 649 5.30E-258 650replication/recombination/repairtransfer GPD

ruvC 74 272.3 184 5.70E-72 187replication/recombination/repairNA Plasmid RefSeq

soj_2 60 304.7 255 1.40E-81 256replication/recombination/repairtransfer GPD

gyrA 74 1172.9 861 0 845replication/recombination/repairNA Plasmid RefSeq

uvrA 66 1260.7 942 0 937replication/recombination/repairNA Plasmid RefSeq

hup 68 118.6 91 5.30E-26 94replication/recombination/repairintegration/excision GPD

NA:Keyword 66 1000 731 2.00E-290 730stability/transfer/defense NA immedb

dinG 64 328.2 254 1.20E-88 258replication/recombination/repairNA Plasmid RefSeq

pinR_1 77 208 199 1.10E-52 150integration/excision NA GPD

rnhB 61 237.3 201 2.20E-61 199replication/recombination/repairNA GPD

ung 62 289.3 220 5.40E-77 222replication/recombination/repairNA GPD

dinB 61 426.8 365 3.60E-118 366replication/recombination/repairNA Plasmid RefSeq

thyA 72 417.5 264 1.60E-115 265phage replication,infection,regulationGPD

uvrA 65 1209.9 930 0 934replication/recombination/repairNA Plasmid RefSeq


