
 

 

Extended Data Fig. 1 | The relative abundance of A. segnis, M. micronuciformis and S. salivarius 

verified by PCR and qPCR analyses. (A). Agarose gel electrophoresis of the PCR products. (B) The 

box plot of the relative intensities. (C) The results of qPCR analysis of A. segnis, M. micronuciformis 

and S. salivarius. 

  



 

 

 

Extended Data Fig. 2 | The potential of oral bacteria as biomarkers for gastric cancer. (A) A. segnis. 

(B) S. salivarius. (C) M. micronuciformis. (D) Oral taxon 870. (E) The combination of A. segnis and S. 

salivarius. (F) The combination of S. salivarius. and Oral taxon 870. 

 

  



 

Extended Data Fig. 3 | Synthesis of neoglycoproteins. (A) Schematic presentation of the strategy for 

the synthesis of neoglycoproteins. (B) Silver nitrate staining of the synthesized neoglycoproteins. The 

bands of neoglycoproteins migrated upward obviously compared to BSA. lane 1: Man-BSA; lane 2: Fuc-

BSA; and lane 3: Gal-BSA. 

 

  



 

Extended Data Fig. 4 | The adhesion of A. segnis to CAL-27 cells. A. segnis was added to CAL-27 

cells with Fuc-BSA, Man-BSA, or Gal-BSA and allowed to infect for 90 min. (A) Fuc-BSA (30 and 

100 μg/mL) significantly decreased the adhesion of A. segnis to CAL-27 cells. (B) Man-BSA and Gal-

BSA (30 and 100 μg/mL) did not affect the adhesion of A. segnis. The images are acquired under the 

same conditions for the merged channels of FITC (Ex/Em(nm)=488/520), DiD (Ex/Em(nm)=650/670) 

and DAPI (Ex/Em (nm)=358/461). Statistical significance analysis for FITC fluorescence intensity per 

cell was computed by one-way ANOVA (*: p < 0.05, **: p < 0.01, and ***: p < 0.001). 

 

  



 

Extended Data Fig. 5 | The glycopatterns of A. segnis altered by Fuc-BSA treatment. (A) Nine 

lectins showed decreased NFIs in the detection of outer membrane glycopatterns after Fuc-BSA 

treatment (30 and 100 μg/mL), while three lectins showed extremely increased NFIs. (B) Four lectins 

showed increased NFIs in the detection of total protein glycopatterns after Fuc-BSA treatment (30 and 

100 μg/mL). 



 

 

Extended Data Fig. 6 | The qPCR results of glycosyltransferases in A. segnis. (A) The mRNA levels 

of NCTC10977_00605, Rfaq_1, NCTC10977_00729, and NCTC10977_00649 (WaaA) were decreased 

after Fuc-BSA treatment. (B) The mRNA of mannosyltransferase OCH1 increased after Fuc-BSA 

treatment. 

 


