Supplementary Table 1 Primer List

Ampli Lengt
NO. Name Gene ID  Primer Bank ID msrizlgon Sequence (5’-3’) e:g Tm Location Species
F: CTTTGCTGAGGCGAGGAAAA 21 609  276-296
! NEU1 4758 189217412c2 111 R TTGACAATGAACGCTGTAGGAG 22 603  386-365 uman
F: ATGGGCAGCATCGAACAAACA 21 629 1-21
2 CMAH 41 14a1 11 H
8418 3800814a 8 R: AGACGTAGTCTTTGCCAGTGC 21 623  118-98 uman
F: GATGTGGTAGTTGGCGTGTTG 21 615  154-174
3 B3GALNTZ 148789 227498246cl 107 R: CGTTGACTTAATGTGGGATGCTG 23 617 260238 uman
F: GGCAGACTGCATCTTAGTCAAC 22 609  507-528
4 ALG2 85365 91807120c2 80 R GGTCTATGTGAGACAGGGACTT 22 606  586-565 uman
F: TTCAAGTGGTCGAGCTTCCC 21 618  857-876
> FUT8 2530 332078495¢3 % R: GTACAAGTCGATCTGCGAGGT 21 616  952.932 uman
F: CGTCTGGACCCGAGAGAAC 19 614  285-303
6 ST3GAL2 6483 151101481c2 127 R: GCCAGGCACTATCTGGAACA 20 616  411.392 Human
F: CAACCACAGCCGTGTGTATCA 21 626  131-151
7 SLE3SAL 10559 270288772cl 201 R TGCTAAGAGCTAGGAAAGCCAT 22 609  331.310 uman
F: TGATCGTCTGGACCCTCTTCG 21 630  50-70
8  B3GALT4 8705 51702476cl 220 R: ATGGCGTTTCTCTGGTTCAGG 21 624  269-249 uman
F: GTGCATAACCGGCCCGAAT 20 624  370-389
9  MGAT?2 4247 62750355¢1 77 Huran
R: ACGAGGACGTTGTCAATTCCC 21 623 446-426
0 NANS . 19596340801 e F: AACACCCGTGCTTCATCATTG 21 612 47-67
R: GGATCATGCGCTTGGCTAC 19 610  121-103
11 CMAS 55907 220274831 144 F: ACCTGGCAGCCCTAATTCTG 20 616  131-150  Human
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R: TCGAAACCCATACACTCTGGAA
F: AAGTGACAACATGCTCCTTCAA
R: TCTCCTCGTAGAACGCTTCTC

F: GCCTTCCAGCAGATAGCAGC
R:GCTTTCAGGATTAGACGAGGGAT

F: CCTTCGCAATCTTGGGATCAA
R: GCCGGATCAATAAACAGAACCA

F: GGAGATCGACCCGTACTTGAA
R: ACATCTGTGGACGCCAAATGA

F: TGTTCCTGGCTCTATGCCAAA
R: TTAGCAAACAGGCTTGGTGAAT

F: TCCTACCCCAATAACCTGCTG
R: GCTCGTTTTTGTTCATGGGCA

F: AAGGAGTCGTCTACTTTGCTGA
R: GGGCATTGGGCTTATCTAACAG

F: GGCGTCACCCTCGTTTACTAC
R: GGGCCAGAATCCACGACTG

F: CCCCGAGTTTTCCAGTACGG
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R: CAGCAATGCTAGGCAGACCT

F: ATGAAGATGAGACGCTACAAGC
R: GCTGGACACCAGGTTAGGG

F: GCAGCTTCACGACTGGATGT
R: CTCTCTGCGGATCTGTTCCC

F: GCCTGCTGAATTAGCCACCAA
R: GCCCACTTGCGAAAGGAGT

F: CTTCCTGCGGCTTGAGGATTA
R: CTCACTCCCCTTGGTCCCATA

F: TCCCTGCAATGGTACACC
R: ACTTGGGACGACATTCCTTCT
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