Complete genome sequence of Arthrobacter sp. PAMC25564 and its comparative genome analysis for elucidating the role of CAZymes in cold adaptation
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Figure S1. Comparative CAZyme-encoding genes found in the genome of Arthrobacter species. GT, glycosyl transferase; GH, glycoside hydrolase; CE, carbohydrate esterase; CBM, carbohydrate binding; and AA, auxiliary activities. CAZyme-encoding genes are colored as indicated below the figure. Arthrobacter sp.: PAMC25564, 24S4-2, YN, QXT-31, Rue61a, FB24, PAMC25486, ZXY-2, U41, DCT-5, PGP41, ERGS1:01, YC-RL1, Hiyo4, KBS0702, UKPF54-2, MN05-02, Hiyo8, and ATCC21022; Arthrobacter crystallopoietes: DSM 20117; Arthrobacter alpinus: R3.8, ERGS4:06, and A3; Pseudarthrobacter phenanthrenivorans: Sphe3; Pseudarthrobacter chlorophenolicus: A6; and Pseudarthrobacter sulfonivorans: Ar51.
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