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[bookmark: OLE_LINK1]Figure S1. The workflow of data required in GTDB. 
The contents in green are integrated from third-party database and those in blue are from bioinformatics algorithms.
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Figure S2. ADP- L-glycero-D-manno-heptose, D-galactose, D-glucose were docked into entire HepI structure with different configurations (2GT1 and 2H1H are “open” apo HepI structures, 2H1F is the “closed” apo model).
These docking results are basically consistent with Table S3 in (Bioorg Med Chem Lett. 2018 February 15; 28(4): 594–600. doi: 10.1016/j.bmcl.2018.01.040), which shows that ADP- L-glycero-D-manno-heptose was the tightest binding ligand and shorter-chained alkylated monosaccharides had somewhat weaker binding affinities.
A. The binding modes of ADP- L-glycero-D-manno-heptose and HepI. B. The binding modes of D-galactose and HepI. C. The binding modes of D-glucose and HepI.
 
[image: ]Figure S3. The information of BCS7_01560 (MtgA) [Pectobacterium carotovorum subsp. odoriferum BC S7] in CAZy database and GTDB, respectively.
A. [bookmark: _GoBack]The information of BCS7_01560 (MtgA) [Pectobacterium carotovorum subsp. odoriferum BC S7] in CAZy database. B. The information of BCS7_01560 (MtgA) [Pectobacterium carotovorum subsp. odoriferum BC S7] in GTDB.	
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Bacteria

Protein Name EC# Organism GenBank Uniprot  PDB/3D
BCS7_01560 (MtgA) Pectobacterium odoriferum BC S7 AlIU87017.1

B.  General Information

GT Name BCS7_01560 (MtgA)

Genbank Accession ATUS7017.1

Organism Pectobacterium carotovorum subsp. odoriferum BC S7
Classification bacteria

Express Information No data available.

Catalytic Activity

Mechanism Inverting

EC 241129

Reaction 1) CPD-17927 + ditrans,octacis-undecaprenyldiphospho-{(N-acetyl--D-glucosaminyl)-(1,4)-N-acetyl-a-D-muramoyl-L-alanyl-y-D-

glutamyl-meso-2,6-diaminopimeloyl-D-alanyl-D-alanine = CPD-17927 + di-trans, octa-cis-undecaprenyl diphosphate

Functional Information

Y Eoonoc Cellular Component
1) cell part

2) membrane
3) plasma membrane
4) cellular_component
5) cell
» more
Biological Process
1) macromolecule biosynthetic process
2) cellular process
3) cell wall organization or biogenesis
4) glycosaminoglycan metabolic process
5) cellular metabolic process
» more
Molecular Function
1) transferase activity
2) peptidoglycan glycosyltransferase activity
3) catalytic activity
4) transferase activity, transferring glycosyl groups
5) molecular_function

» more
KO K03814; K05365
Protein Family

GT Family GT51

Pfam Accession PF00912, Transgly
3D Structure Status lysozyme-type

Structure Information No data available.

Sequence Information

Genbank SAIUS7017.1 peptidoglycan transglycosylase [Pectobacterium carotovorum subsp. odoriferum]

MRWKRGRGGL ITWLKRLIVRSVLVVIGAWLAGIVLFSFLPVPFSAVMVDRQISAWLKGEFSYVAHSDWVAMEATAPEMAL
AVMAAEDQKFPQHWGFDLDAIGQALKHNERNTQRIRGASTLSQQMVKNLFLWDGRSWVRKGLEAGI TTGVELVWTKRRIL
TVYLNIAEFGPGIFGVEAAARRYFNKSASRLTASESALLAAVLPNPIRFRANAPSGYVIQRQQHILRQMKQMGGDAFLRD
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