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Table S2. The primers used in R. glutinis genotype validation. 

No. Primer name Sequence (5'-3') 

1 crtE-13F AACATCCTCACAGCAATTCCACTCGAGTTT 

2 crtE-1065R TCCAATTTGACGTTCTTCCCCGTTCTTCCT 

3 crtI-92F AAGGTTTCCAGGTCACGGTGTTCGAGAAGA 

4 crtI-1551R TCTGGAGCTGGGGATCGGTCAAAGGATTCG 

5 crtYB-26F TCCATCTGATCTATACTCTCCCAATTCTTG 

6 crtYB-1817R GGTCAATTCCCTTATAAGAATGTTTGGCAA 

7 tHMG1-64F TCCAACCACAATGAAAAACAATCACCATCC 

8 tHMG1-1410R AGCGATAACTCACCGGCCATCACCGCA 

9 CBHI-26F AGACTCACCCGCCTCTGACATGGCAGAAAT 

10 CBHI-1438R AGGACCTGGCAAGTTGTGCCGCTGGCGCA 

11 CBHII-90F ATACTACGCTCAATGTACCCCAGCTGCCGG 

12 CBHII-1062R TTACACCAGTCACCCCAAGCTTGTTGACCA 

13 EgIII-110F GGCCACCATCCGGTCACGAATTGTGCTCCT 

14 EgIII-1106R CAGTCGGTGTTTCCGTCAGGACATACGTGC 

15 EgI-47F CCGCTCTCCCCAGCCGCCAGATGAAGAAGC 

16 EgI-1495R GTCGTTCTGGGCCTTGCAGGTGTAGGGGCT 

17 EglA-103F ACCGGCAGCCAGTGTGTATATGTCGACAAA 

18 EglA-576R TGGCGGGAAAGCCTTGGTTCTGAGTGAGAT 

19 BGS-300F TATTAACTTCGCTCTTGCTCCATCTGTAGG 

20 BGS-1960R TTCAGCGTCAACATCATAGTAAGAAAGATC 

21 KanMx-69-F GTATAAATGGGCTCGCGATAATGTCGGGCA  

22 KanMx-712-R AAAACTCACCGAGGCAGTTCCATAGGATGG  

23 ICL-F TTCCCTTTTTTATACCTTTT 

24 crtI-F TGGGAAAAGAACAAGATCAG 

25 crtI-R CAGAAAGCAAGAACACCAACGGAT 
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Figure S6. Total cellulase activity assay of R. glutinis wild type, P4-10-9-63Y-14B, 

-23C and -27C. The 0.82U commercial enzyme Celluclast® 1.5L applied as standard. 

All samples used 32 μg of total protein to conduct the assay. 
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