Supplementary materials

Figure S1. The result of PeBA1 blast by protein blast in NCBI
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Figure S2. Align PeBA1 with three short chain dehydrogenase members
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(1). AOAOK6L8U9 BACAM General stress protein 39 Bacillus amyloliquefaciens
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(2). 2HPD1_9BACI

MANQEEE TLPPRQHONRAPGFEYVMDPEP WEDEPEAARKELEGE TAT T TGGDSG IGRAVSVL
MANQKEE TLPPQHQNRQPGFETVMDPEP WFDEPEAAKELEGE TATT TGGDEG IGEAVSVL
MANQEEE TLPPQHOQNRQPGFEYVMDPREF VFDEPEAARELEGETAT T TGGEDSG IGRAV VL
MANOKEE TLPPQHANROPGFEY VD PRP VEFDEPEAARELEGE TAT I TGGDSG IGRAVEVL
MANEEE TLPPOHQNRAPGFEYVMDPEP VFDEPEAARELEGE TAT T TGGDEG IGRAVSVL
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FAREGANVY IV FDEHQDAEETEQ Y VEEEGAKCLL TAGDVG DEAFCHDV IRGAGQAFP ST
FAREGANVYV IVIFDEHQDAEETEQTVEEEGAKCLL TAGDVGDEAFCHD W IRGAGQAFP ST
FAREGANVYVIVIFDEHAQDAEETEQTVEREGAKCLL TAGDVGDEAFCHD W IRGAGQAFF ST
FAREGANVY IVIFDEHODAEETEQTVEREGARCLL T AGDVGDEAFCHDV IRQAGQAFP ST
FAREGANVV IVIFDEHQDAEETEQTVEEEGAKCLL TAGDVGDEAFCHD W IRQAGQAFF ST
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DILVHNAGEQHVGPGIERITSHOQLIRTFQTHNIF SME YL TEALL PHLERGSSIINTASTTA
DILVHNAGEQHVQPGIERITSHOLIRTFQTHIF SMEF YL TEALL PHLERGSSITNTASTITA
DILYHNAGEQHVQPGIERITSHQLIRTFQTHIF SMEF YL TEALL PHLEKGSSTIINTASTTA
DILVHNAGEQHVOPGIERITSHOLIRTFQTHNIF SME YL TEALL PHLERGSSIINTASTITA
DILVHNAGEQHVQPGIEKITSHOLIRTFQTHIF SMF YL TEAAL PHLEKGSSIINTASTITA
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TEGHKTLIDYSATEGATVWIF TRELEQSLWIQG IRVNAVAPGF IWTPLIPASF SAKEVEVF
TREGHETLIDYSATEGATWIF TRELSQSLWTQG IRVNAVAPGF IWTPLIPASF SAKEVEVF
TEGHETLIDYSATEGATWIF TRSL3QSLWTOG TRVNAVAPGEF IWTPLIF ASF SAKEVEVFE
TEGHETLIDYSATEGATWIF TRELEQSLWIQGE IRVNAVAPGP INTPLIPASF SAKEVEVFE
TRGHETLIDYSATEGATVWIF TRELSQSLWIQG IRVNAVAPGF INTFLIPASF SAKEVEVFE
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GEDVPMQEFGEPVEVAP SYLYLASDDSS YW TGO T THWHGG T TVHG
GEDVPMOQEFGEPVEVAFP SYLYLASDDS STV TGO T THWHGG T TVHG
GSDVPMQEPGEFVEVAP SYLYLASDDSSYW TGO T IHVNGE T IVHG
GEDWVPMOQEFGEPVEVAP SYLYLASDDSS YW TG T THWHGG T TVHG
GEDWVPMOQEFGEPVEVAF SYLYLASDDSSTW TGO T THWHGG T TVHG
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Short chain dehydrogenase Bacillus sp. SB6

(3). AOAOE1LL23 9BACI

Short-chain dehydrogenase Bacillus sp. BH072



