Table S1. Primers used for amplification of gene fragments of cel6A. @ Restriction sites are bold and

underlined.
. Restriction
Primer Sequence site @
P1 5’- CTACATATGGCCAATGATTCCCCGTTTTACG-3’ Ndel
P2 5’- CACGCCTAAGCTTCCCAGTGC-3’ Hindlll
P3 5’>-CTTAAGCTTCTAGGCGATCGCCATCTCG -3’ Hindlll
P4 5’- CCATGGCGGGCACCAACC-3’ Ncol
P5 5’- GGATCCGTACGTACGTCGCCGTGCAC-3’ BamH1
P6 5’- CTGGATCCAATGATTCTCCGTTCTAC-3’ BamH1
P7 5’- CATATGACGATCGCCAACGAGTGGAAC-3’ Ndel
P8 5’- GGTCAGCCATGGCGCAGGTAAG-3’ Ncol

P9 5’- CTACCATGGGCCAATGATTCCCCGTTTTACG-3 Ncol
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Figure S1. Schematic representation of engineering of T. fusca endoglucanase cel6A. (I) cel6A.C, (II)
cel6A.BC, (III) cel6A.BCB, (IV) cel6 A.CBC and (V) cel6A.CBCB.



Ce6A (43 kDa)

Glyco_Hydro 6 31\

liCatalytic Domain
L inker
Mlcarbohydrate Binding Module

S

Ce6A.C (30.5kDa)

|l Glyco Hydro 6

CeGA.BC (45.5 kDa)

Il CBM-II Glyco Hydro 6

Ce6A.BCB (58 kDa
]| : Glyco Hydro 6

Ce6A.CBC (77.7 kDa)

\YAl Glyco Hydro_6 BM-| Glyco Hydro 6

Ce6A.CBCB (90 kDa)
\YAl Glyco Hydro 6 : Glyco_Hydro 6

Figure S2. Schematic representation of T. fusca endoglucanase cel6 A modular architecture, (a) Native
cel6A, (b) Engineered cel6A variants; truncated (cel6A) without non catalytic domain, non-catalytic
domain to N-terminus (cel6A.BC), non-catalytic domain to both N- and C- termini of catalytic domain
(cel6A.BCB), catalytic domain to both N- and C- termini to the non-catalytic domain (cel6A.CBC) and
duplication of native cel6A endoglucanase with their respective protein size.
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Figure S3. Agarose (0.8%) gel showing restriction maps generated by digestion of pcel6A.C,
pcel6A.BC, pcel6A.BCB, pcel6bA.CBC, and pcel6A.CBCB with Ndel and HindIIl restriction
endonucleases. M: 1IKb DNA ladder.



