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Pcitrinum

F1.2
———————— GATCAGTCGACAAACTACCCAATCCCTTCCAACAAGGCGGAACCAACGCTTC

CTGAAAATGATCAATCAGCAAACTACCCAATTCCCTCCAACAAAGCGGAACCAACGCTGC

*kkkk K**x RS EE LRSS LRSS EEEEEEEEE ISR EEEEEEEEEE LI

ACGATGGTCGACAGTCGCCTATTGCCGACCATGAAGGACATCTCCGTAAAGATCTACCTC
------------------------------------------- CCGTAAGGACCTGCCTA
GCGATGGCCGACAGTCACCTATTGCGGATCATGAGGGAAACCTGCGAAAGGATCTACCTG
**:**‘** **‘***
F2
AAGATGTAAAGGAGCACAATAAAGATATGGACAATCGATACGATAAGCCATACAATCATA
AGGATGTAAAGGAGCACAATAAAGATATGGACAATCGGTACGATAAGCCATACAATCATA
AGGATGTAAAGGAACACAATAAAGAGATGGACAGTCGGTACGATAAGCCATATAATCATA

Kk kkkkkhkkkhhkk Khhkhhkhkhkhhkhkhkd khhkhkhhk Khhkk Fdhkkhkhkhkhhkhkhkhkhkhkk khkkkkhk

TTGCGGACGAAGGGAATATCGAAGGCGGCTGGGAGAAGAAATAAATTGGGATTGTCTGCA
TCGCGGACGAAGGGAATGTCGAAGGCGGTTGGGAGAAGAAATAGATTGGGACGATCTGCA
TTGCCGATGAAGGAAATGTCGAAAGCGGCTGGGAGAAGAAATGAATTTGATTGAATGTCG

Kk kk kK Kkkkk KKk Khkkkk Kkkk KkAkkkkkkkkk Ak kKkKk * . L * |

GGTATCCGCTATGTGTAGCAAGATTACACTGGTGCAAGGCCTTTTATGTCATTCAGCTTG
GATGTTCGTTATGTGTAGCGAGATTATACTGGTGCAAAG- TTTTTATGTCATTTAAGTTG
------------------------------------------- TTATGTCATTTAAATTG

kkkkkkkkkk *  kkk

GAGAATACT------- ACT---TCTGCAATCTCCCAGTTTCTCTCATAT-CACACTATTA
GATAATTCT------- ACTGGTTCTGCAATCTCCCTGTCTGTCTCAAAT-TATACTGTAC
GAAGATACATCATCTGACTGCTTCTGTGATCTCCAAGCTCCTCTCATACGGATGCTATTT

*k kKK * %k *hkkk | kkkkkk .k Kk Kk kKk .k * L kk k.

TGTCTTACTGTCATCAATTTAGGCAAGAG----- AGGAAATAAATTAGAAAATAATAATG
TAGTACGTCTTTCTCCATTATGACATGGGGAATAGGGGAAGGAAAGATCAATAAATAATG
AGTACGTCTTTCTGTCATTGTATCGCAGGG- - -GGGAATAAAGTAAATAAATAACCAATG

* R P T L I

TTCAGCGAGTTTATTCATTATTTACAGCTAATATCGATGTTTTTGTAACTACCTATCTGG
TTCTGCGAAGTTACTCTCTATTTACTGCTAGTATCAATGTTTTTGTAACTACCTACGTGG
TTCTGCGAAATTCTTCTCTATTTATGGCTAG-~-~-~-~--~-~-~-~-~-~-~==-----—~ CCATATGG

*hkk o kkkk | Kk kk. Khkkkkk  KkKkKk * ok kKK

GTATGTAGGAGTCAAATCAAAGATCGGCCCATATGTTATTTGTTCTTCTTGCAACCTTCT
GTATGTAGGGGTCAAGTCAAAGAGTGGCCTATATGTCATCGG- - -TTTTTGCAATCTTCT
—————————— ATCAAATTAAAGATCGATCTAAGTGTCATTAT------TCCCAATAGTCT

LkkkKk ok kkkkk Kk kK k. Kkkk k% * kkk | kk*

CTCTCAGAAGTTAAGACTAGGCATTTGTGTTTAGAGCAAATGTCGACGCAATCTCAGTGA
CTGCCAAACACTAG- TMGGCATTTGTATTAAGAGAAAAGGTTGAAGCAATCTCAGTGA
CTTCTAAATTTTAG—A.GGCATTTGTATTTAAAGCAAATGTTGAAGCAATTTCAGTGA
* % * * * % shkkkkkhkhkkhkhkhkk dk .k kk khkk kk kk khkkhkk khkkhkkkxk
FASP2
TGTTGTTTGACTTCGCCAGCAATAGTCCCAGTAATATACGAGATTTTIGAGGGTTCAAGT
TGTTGCTCGACTTCGCTAGCAATAGTCCCAGTAATATACGGGATTTTTGAGGGTTCAAGT
TGTTGCTTGACTTTGCTAGCAATAGTCCAAGTAATATACGGGATTTCTGAGECIICARGH

dhkkhk Kk kkkkk kk hhkkhkhkhkhkhkkkh khhkhkkhkhkhkhkk Khhkkhk khkkkkkhkhkkkkhk

ATCCACTGGCAATATGAGTGGCAGTGCTGCTGTCGACGTCTGACAATGGCACCTCACCAT
ATCCACTGGCAATATGAGTGGCACTGGTGCTTTCGACGTCTGACAATGGCACTTCACCAT
TATGAGTGGCACTGTTGCTTTCGACGTCTGACAAGGGAACTTCACCAT

*******‘*************** Kk khkhkkk *kkhkkkhkkhkkhkkkkhkkkkk **‘** *kkkkk*k

TGACCGTGCGCATACTTTGAATAATTGGAATTCCAAGGCGATTGATAGCGTCTTCAATAG
TGACCGTACGCATACTTTGAATTATTGGGATTCCGAGGCGATTGATAGCGTCTTCAATGG
TCACAGTACGCATACTTTGGATTATCGGGATTCCGAGGCGGTTGATGACGTCCTCCATGG

Kk kk  kk _ KkkkkhkhkkkKkKk Kk kk Kk Khkkkk kkkkKk khkkkk _Kkkkk Kk Kk X

CATAGTTGAATGATGTTGTGACGCCTCCTGCTCCAGCTCCTGCAATCTACGACTAGTCAG
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CATAGTTGAATGACGTTGTGACTCCTCCGGCCCCAGCCCCTGCAATCTACGACCAGTCAG
CATAATTGAATGATGTTGTCACACCTCCGGCCCCGGCCCCTGCAATCTACGAACAGTCAG

khdkk hhkkhkhkhkkdh khkkk kk Khhkkkk kk kk kk kkkhkkkkkhkkhkkhkk  khkkkkk

TTATTGAACAAAATTC-ACAGAAAATGTGCTTATGTCAATTGTGAAAGTGTAACCTACCA
CTGTTAAACAACATTT-ACGGGAAATATTTTTCTGTCAATTCTGAAAGGATGACCTACCA
CTATTGAACAATTTTTGACAGAAATTGTACTTCTGCCTAATTTGAATGGATGACCTACCA

Kk kk kkkkk kk  kk Kk Kkk .k ok  Kkk kk k.k.k kkkk.k Kk Kkkkkkk¥

CGATGCCCTTTGCGCCACTATCGATGGCATTGTACAAGGTGTCATTGTGCATATCCTCGT
CGATGCCCTTTGCGCCACTTTCGATGGCATTGTACAAGGTGTCATTATGCATATCCTCAT
CAATGCCCTTTGCACCACTTTCAACCGCGTTGTATAAGGTGTCGTTATGCATATCCTCAT

*‘***********‘*****:**.* **.***** ********‘**.***********.*

AAGAGAAGAGGATATCAACTCTCGGAATTTCCGTGACGTTGGCAATATCGAAGTTCTTCT
AAGAGAAGAGAATATCAACTCTCGGAATTTCCGTGACGTTGGCAATGTTGAAGTCCTTCT
AGGAGAAGAGAATATCGACTCTCGGGATTTCCTTGACGTTGGAAATATCAAAGTCCTTCT

*  kkkkhkkhkkh hhhkkk hhkhhkhkhhkk Kdhkkhkhkk dhkkhkhkhkkk Khkk Kk kkkk kkkkk

TTCCCGTCGGCTGTACGGGAGGGTAGAAAAAGAATGGAGTATTAGAGATCATCTCTCCTA
TTCCCGTCGGCTGTACGGGGGGGTAGAAAAAGAATGGGGTATTAGAGATCATTTCTCCTA
TTCCCGTTGGCTGTACAGGAGGGTAGAAAAAGAATGGTGTATTAGAGATCATCTCTCCTA
hkkkkhkh hhkkkhkhhh Kk hhkhkhkhhhhhkhhhkhrhhdh hhkkkrkrkhhhhkkkrx *hkkkkkx
FASP3
GGAATCCCATTTCCATTGCTTTAAACGTATCAATGGTATTGGCGTTGGTCTTGGTCGTGT
AGTATCCCATTTCCATTGCTTTGAACGTATCCATGGTGTTGGCGTTGGTCTTGGTCGTGT
GGAATCCCATTTCCATTGCTTTGAATGTATCCATGGTGTTAGCGTTGGTCTTAGTTGTGT

Lk ohkkkhkhkkkhkhkkhkhkhkhhkhkhk kk khkkhkk kkkhkk Khk hkkhkkhkkkkkk kk kkkk

AGTAGGCGGATGCGATGCGATCATTCATGACGATCATGGCACCGCGGTTCTTGGCCTTCG
AGTAAGCGGATGCGATGCGATCATTCATGACAATCATGGCACCGCGGTTCTTAGCCTTCG
AGTAAGCGGATGCGATGCGATCATTCATAACAATCATGGCACCGCGATTCTTGGCCTTCG

dhkkh hhhkkhhhkkhhhkhdhhhhhhkhdhhdh *k *hkdhhkhdhhdhhhdd *ddkxkd *hdhkrr*k

GGGATGCTGCGACTGTAACAGACTCAAGGAGATTGAAGGGCCCATCGGCTGAGATGGCGG
GAGATGCTGCGACGGTAACGGATTCAAGGAGATTGAAGGGTCCATCAGCTGAGATGGCGG
TAGATGCCGCGACAGTAACTGATTCGAGAAGATTGAAGGGTCCGTCGGCTGAGATGGCGG

‘***** *kkkkk *kkkk k% **‘**.*********** **‘**.*************

TCGAAGGGCGCATGGCGCCAACGATGATGACGGGTTTACCACAATTGATTGTAGCGTCGA
TTGAAGGACGCATGGCGCCAACAATGATGACGGGTTTACCACAATTGATCGTAGCGTCAA
TCGAAGGGCGCATAGCGCCAACAATGATAACCGGTTTACCACAATTGACCGTAGCATCCA

* kkkkk hhkkkk khkkkkhkhkk Khhkkkk hk hhkkkkhkkhkkhkkkkkkhk kkkkk Kk *

GGAAAAAGGCAGTTTCCTCCAAAGTGTCAGTGCCATGAGTGACAACTGCTCCAGCCATGG
GGAAAAAAGCAGTTTCCTCCAAAGTATCGGTTCCATGAGTAACAACAGCCCCAGCCATGG
AGAAAAAGGCAGTTTCCTCCAAAGTATCGGTGCCATGAGTGACAACAGCTCCAGCCATGG

Lkkkkkk kkkkhkkkkkkkkkdkkk hk kk kkkkkdhkk khkkdhk . kk kkkdkkkkkkk

TTGGATCGTCGCAGACAAGCTTATTGATCTGCTTTGACAGTGAAATTAGAATGTCGGAGG
TTGGATCGTCGCAGACAAACTTGTTGATCTGCTTTGATAGTGAAATTAAGATGTCAGATG
TTGAATCATCGCAGACAAGCTTGTTGATCTGTTTTGATAGTGAAATGAGGATGTCGGATG

kkk khkk hhkkkkhkkhkhkk hhkk Kdhkkkhkkhk khkhkkk khkkhkkkkk Kk kkkkk *k *x

TGATATCTTCACTTCCAACATTTGCTGTCTGAACACCCGCTACATTTGCAACGTCGAGCA
TGATATCTTCACTTCCAACATTTGCTGTCTGGACACCCGCGACATTTGCAATATCGAGCA
TGATATCTTCACTTCCCACATTCGCTGTCTGGACACCCGCTACATTTGCAATATCGAGCA

dhkkhhkhkhhhkhdhhhhdhhk Fhhkdhdk *hkhhdhdhhd *hkdhhhddx dhkhkhdhhddx  *hdhkrhk

TAGATGGAACAGCATCGATTAGAGCACGAACGCCAACCGCTCCAGAAGTGTAGCCTGTTG
TGGATGGAACGGCATCGATTAGAGCACGAACGCCAACCGCTCCAGAAGTGTAGCCTGTCG
TGGATGGGACGGCATCAATTAGAGCACGAACTCCAACCGCTCCAGAGGTGTAGCCTGTCG

*‘*****‘**.*****.************** **************.*********** *

TTGCCGTT] CAATTGTCCCTCCTAAGAGGTGTTAGGAAAATA
TTGCCGTT] CAATTGTTCCTCCTAGGGAGTTTTAGATAAAAA
TGGCCGTC CTATAGTTCCTCCTATAAGGTGTCAGTAAAATA

* kkkkk kkkhkkkkkhhkhkkhkkhkhkhkkhk kk o kk kkkkkkk | kk ok kK ckkk .k



Pcitrinum

TTAGCATTTGAACGCAGAATTGGATATAGGGGGCCAAACGAACCTGTAGCAAAGATGGTT

Psizovae TTAGGATAGAAACGTG- - - - - - GGATAAAGGAGTCGGACTGACCTGTAGCAAAAATGGTT
Psteckii CTAGCATAATTACATG- - - - - - GGAGAACCGGGTTGGACTAACCTGTAGCAAAAATGGTG
*kk  kk . kK . I sk * x Lok Kx  kkkkkkkkkkk ok ki kkk
Pcitrinum ACATTAGGAAGGGTATGATTCATCTGAGTGAAATTCAACCCATTCGCATTGGTGAAAACA
Psizovae ATATTAGGAAGGGTATGATTCATCTGGGTGAAATTCAGACCATTCGCATTGGTGAARACA
Psteckii ATATTAGGAAGGGTATGATTCATCTGGGTGAAATTCAACCCATTCGCATTGGTGAARACG
* Rk kkA A A A A A A A A A A A A Ak dkddkhkkx Ak dkhkkhkhkhkddx | dhkkdkddkkdkdkhkkhkkdkxkkkxx
Pcitrinum AACCCTGTGCCAATGGCTCCACGGCCATATAGCAAGGGCGATGCCGAACTCTGACAAGCA
Psizovae AACCCTGTGCCATTGGTTCCACGGCCATACAGCAGGGGCGAAGCCGAACTCTGACAAGCA
Psteckii AACCCTGTACCATTGGCGCCACGACTATACAGCAGGGGCGAAGCCGAGCTCTGCCAAGCA
dhkhkkkkhkk *hkk . kk*k dhkhkkk * khkk kkkk khkkhkkk ., hkkhkkhk dhkhkkhk dhkkkhkxk
Pcitrinum AGAGTGGCCAACGTTATCAGGAAGCTCTTTATTGACACEAT TGTGGAAATGCTTGGTCAG
Psizovae AAAGTAGCCAACGCTACGAGGAAGCTCTTAATTGACACCATCGTGAAAAGGCCTGATCAG
Psteckii AGAGTAGCCAACGCTACGAGGAAGCTTTTAATTGGCACCATTGTGGARAGGCTTGCTTGG
* kkk kkkkkkk k% Fhhkkkkhkk dk.hkkkk dhkkkkk *kkx *kkx *kx *%x * %
Pcitrinum ACTTGGGGTTCAACCTTAGAGACAATTTAATCCATGTCAACGATTTATGCCATTCTTAAG
Psizovae ACTGGGG--------- TTCAGCCAATTCAATCCATGTCAACGATT - -~~~ ----------
Psteckii ACTTGGTACTCAACCTTAGAATCAATTCAATCAATGGCAACGATTTATGCCATTCTTAAA
*kk k% k. ok kkkkk kkkk khkk kkkhkhkkkk
Pcitrinum GAA- TT T AT AT CCIACTAGHIG A TACATCCGCGATATACCACTAATTATCGGTT
PS1ZOVAE = s e e oo e o m e e e e oo
Psteckii GAAATCCEICATCTIATCCIACHEOINE  TACTTCCGTGGAGTAC - AGTAATTATCGGTA
*k*k % khkkhkkkhkkhkhkkhkhkhkkhkhkhkhkk, *khkkhkhkkk*x *k**x * kkk Kk *khkhkkkkkkkkk
Pcitrinum TGCCTATTACGTGGAATTGTGAATCTACTAG
Psizovae = = @ s-mmmmmmmmmmmmmmm oo
Psteckii TGTCTATTACGTGGAATTGTGAATCTTCTAG

Kk hhkkhkkhkhkkhkhkhkdkhkhkhkkhkhkkrhhxd *hkxk

Figure S1. Nucleotide alignment of P. citrinum and P. steckii sequences to construct the L-asparaginase
gene sequence of P. sizovae with the degenerate primers used in identification (reverse complement).
Forward primers F1.2, F2, FASP2 and FASP3 (blue); reverse primers RASP2.1, RASP6 and R2 (pink);
initiation codon (green); stop codon (red).

5’ AATCGTTGACATGGATTGAATTGGCTGAACCCCAGTCTGATCAGGCCTTTTCACGATGGTGT
CAATTAAGAGCTTCCTCGTAGCGTTGGCTACTTTTGCTTGTCAGAGTTCGGCTTCGCCCCTGCT
GTATGGCCGTGGAACCAATGGCACAGGGTTTGTTTTCACCAATGCGAATGGTCTGAATTTCACC
CAGATGAATCATACCCTTCCTAATATAACCATTTTTGCTACAGGTCAGTCCGACTCCTTTATCC
CACGTTTCTATCCTAATTTTTATCTAAAACTCCCTAGGAGGAACAATTGCAGGCTCAGATTCAA
GCTCAACGGCAACGACAGGCTACACTTCTGGAGCGGTTGGCGTTCGTGCTCTAATCGATGCCGT
TCCATCCATGCTCGATATTGCAAATGTCGCGGGTGTCCAGACAGCAAATGTTGGAAGTGAAGAT
ATCACATCTGACATCTTAATTTCACTATCAAAGCAGATCAACAAGTTTGTCTGCGACGATCCAA
CCATGGCTGGGGCTGTTGTTACTCATGGAACCGATACTTTGGAGGAAACTGCTTTTTTCCTTGA
CGCTACGATCAATTGTGGTAAACCCGTCATCATTGTTGGCGCCATGCGTCCTTCAACCGCCATC
TCAGCTGATGGACCCTTCAATCTCCTTGAATCCGTTACCGTCGCAGCATCTCCGAAGGCTAAGA
ACCGCGGTGCCATGATTGTCATGAATGATCGCATCGCATCCGCTTACTACACGACCAAGACCAA
CGCCAACACCATGGATACGTTCAAAGCAATGGAAATGGGATACTTAGGAGAAATGATCTCTAAT
ACCCCATTCTTTTTCTACCCCCCCGTACAGCCGACGGGAAAGAAGGACTTCAACATTGCCAACG
TCACGGAAATTCCGAGAGTTGATATTCTCTTCTCTTATGAGGATATGCATAATGACACCTTGTA
CAATGCCATCGAAAGTGGCGCAAAGGGCATCGTGGTAGGTCATCCTTTCAGAATTGACAGAAAA
ATATTTCCCGTAAATGTTGTTTAACAGCTGACTGGTCGTAGATTGCAGGGGCTGGGGCCGGAGG




AGTCACAACGTCATTCAACTATGCCATTGAAGACGCTATCAATCGCCTCGGAATCCCAATAATT
CAAAGTATGCGTACGGTCAATGGTGAAGTGCCATTGTCAGACGTCGAAAGCACCAGTGCCACTC
ATATTGCCAGTGGATACTTGAACCCTCAAAAATCCCGTATATTACTGGGACTATTGCTAGCGAA
GTCGAGCAACATCACTGAGATTGCTTCAACCTTTTCTCTTAATACAAATGCCTAGACTAGTGTT
TGGCAGAGAAGATTGCAAAAACCGATGACATATAGGCCACTCTTTGACTTGACCCCTACATACC
CACGTAGGTAGTTACAAAAACATTGATACTAGCAGTAAATAGAGAGTAACTTCGCAGAACATTA
TTTATTGATCTTTCCTTCCCCTATTCCCCATGTCATAATGGAGAAAGACGTACTAGTACAGTAT
AATTTGAGACAGACAGGGAGATTGCAGAACCAGTAGAATTATCCAACTTAAATGACATAAAAAC
TTTGCACCAGTATAATCTCGCTACACATAACGAACATCTGCAGATCGTCCCAATCTATTTCTTC
TCCCAACCGCCTTCGACATTCCCTTCGTCCGCGATATGATTGTATGGCTTATCGTACCGATTGT
CCATATCTTTATTGTGCTCCTTTACATCCTTAGGCAGGTCCTTACGG3’

Figure S2. Penicillium sizovae gene sequence. L-asparaginase (bold) and introns (underlined).

MVSIKSFLVALATFACQSSASPLLYGRGTNGTGFVFTNANGLNFTQMNHTLP
NITIFATGGTIAGSDSSSTATTGYTSGAVGVRALIDAVPSMLDIANVAGVQT
ANVGSEDITSDILISLSKQINKFVCDDPTMAGAVVTHGTDTLEETAFFLDATI
NCGKPVIIVGAMRPSTAISADGPFNLLESVTVAASPKAKNRGAMIVMNDRI
ASAYYTTKTNANTMDTFKAMEMGYLGEMISNTPFFFYPPVQPTGKKDFNI
ANVTEIPRVDILFSYEDMHNDTLYNAIESGAKGIVIAGAGAGGVTTSFNYAI
EDAINRLGIPIIQSMRTVNGEVPLSDVESTSATHIASGYLNPQKSRILLGLLL
AKSSNITETASTFSLNTNA-

Figure S3. Predicted amino acid sequence of the native and partial (bold) L-asparaginase gene from
Penicillium sizovae.
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Figure S4. L-asparaginase crystal structure using Swiss model. Homology model prediction quality
evaluation. QMQE: Global Model Quality Estimate (range 0-1); QMEANDisCo Global [60]: Model Quality
Estimation with Distance Constraints.
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GCqGIVYAGMGNGSIParAEAALARAAAEG-VAVVRSTRSa-aGRVTRaeasy------ eangfIASDTLNPAKARVLLQ
GAKGIVQAGVGDGSHMAaqMLPAFREARQKg-VIVVRSSRVg-sGIVARngevnd----- dkedfVWSDTLNAQKARILLM
GAkGIVVAGVGAGGLIPtKAKEALEEVVKKtKVPYVVWSRRTa-wGFVSGqd------------ ygINAGYLNPAKARIQLQ
GAKGIVHAGAGTASMSefVLPSVEKATKKg-VAIVRTPRTs-1GHMINHnmevad- - -- -dkygt IAGGTLSTPKARVLLM
GVrGLVVAGTGNGSIHatLQTALADAVNAgG-VAVVRASRVE- sGHVMRngaasd----- dalgfVSAGSLHPFKARVLLM
GArGIVIAGVGDGNLNarALRAAADAAQRE-VVIVRSSRTg-gGVWERNieidd----- drhgfVAADELNPQKARVLLM

LLLAKSSN-ITEIA 353

LALTRTSD-PKVIQ 321 Pectobacterium chrysanthemi
VAMTKTQD-SKELQ 324 Pseudomonas sp.

VVLGKTSN-LEEIR 319 Thermosipho africanus TCF528B
LTLLQTDD-TAAIR 323 Mitsuokella multacida DSM 208544
LAMTKTND-TKKIQ 355 Chromobacterium sp. 2002
LALAKKLP-AKEIK 361 Nectria haematococca mpVI 77-13-4
LGLTKSNN-PKYLQ 341 Sulfurospirillum deleyianum DSM 6946
LALANGMHARDALQ 359 Burkholderia cenocepacia PC184
LALTKTPD-PRAVQ 333 Opitutus terrae PB9©-1

118
83

76
81
112
122
98
119

190
1862
169
155
180
191
201
177

169

267
240
237
227
238
269
281
255
272
247

340
308
311
306
310
342
348
328

320

Pectobacterium chr..
Pseudomonas sp.

Thermosipho africa..
Mitsuokella multac..
Chromobacterium sp..
Nectria haematococ..
Sulfurospirillum d..
Burkholderia cenoc..
Opitutus terrae PB..

Pectobacterium chr..
Pseudomonas sp.

Thermosipho africa..
Mitsuokella multac..
Chromobacterium sp..
Nectria haematococ..
Sulfurespirillum d..
Burkholderia cenoc..
Opitutus terrae PB..

Pectobacterium chr..
Pseudomonas sp.

Thermosipho africa..
Mitsuokella multac..
Chromobacterium sp..
Nectria haematococ..
Sulfurospirillum d..
Burkholderia cenoc..
Opitutus terrae PB..

Pectobacterium chr..
Pseudomonas sp.

Thermosipho africa..
Mitsuokella multac..
Chromobacterium sp..
Nectria haematococ..
Sulfurospirillum d..
Burkholderia cenoc..
Opitutus terrae PB..

Figure S5. Alignment of L-asparaginases Conserved Protein Domain Family of type II L-asparaginases
with the enzyme from P. sizovae (query). In yellow are the conserved residues of homotetrameric
interfaces. HR: Hinge Region, ASFL: Active Site Flexible Loop. * Residues that form the active site.



