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Table S1
1: Q7Y0S1 100.00 65.88 55.95 63.11 60.35 61.61 62.11 60.79
2: 024007 65.88 100.00 61.49 65.90 59.43 66.67 64.00 65.14
3: P36361 55.95 61.49 100.00 67.061 68.75 71.49 71.48 69.38
4: Q42428 63.11 65.90 67.61 100.00 70.04 71.78 75.00 72.18
5: Q05538 60.35 59.43 68.75 70.04 100.00 74.49 72.37 72.76
6: Q47818 6l.61 66.67 71.49 71.78 74.49 100.00 75.72 73.66
7: Q8VXF1 62.11 64.00 71.48 75.00 72.37 75.72 100.00 78.68
8: P93680 60.79 65.14 69.38 72.18 72.76 73.66 78.68 100.00

Table S1. Percent identity matrix obtained by Clustal2.1 [1] for chitinases of class I and class
I1. Only sequences corresponding to the catalytic module were aligned. Names of sequences are as
reported in Table 1. Sequences highlighted in green belong to class II.



Figure S1. Multiple alignment of Class I chitinases. Red bar corresponds to a conformational epitope described for the homologous protein
hevein [2]. Alignment was produced by Clustal2.1 [1] and shown by using the MView option available at EMBL-EBI [3]

Reference sequence (1): sp|Q05538|CHIC_SOLLC

Identities normalised by aligned length.

Colored by: identity

cov pid 1

1 sp|Q05538|CHIC_SOLLC 100.0% 100.0%
2 sp|P36361|CHI5 PHAVU 97.2% 61.6%
3 trlQ42428(Q42428 CASSA 95.0% 66.2%
4 tr|Q6T484(Q6T484 WHEAT 96.0% 69.1% @  ——————————mm oo ——GVVVV FA
5 tr|P93680|P93680 PERAE 99.1% 68.4% —————mmmmm oo oo MVYCTAELPLL GLEAGE]
6 tr\MOSI55\MOSI55_MUSAM 84.2% 49.9% MRSRIQHAICRLGHRTSYPKTRLCDFPHSPHLVHRKLHSGQESISLYKHRIPPTPPPPPLLEGMKALL IFTLASS
7 tr|022318]022318 MUSAC 35.7% 55.2% @ —— - - —mm—mm VIFTLASS
8 tr|Q8VXF1[Q8VXF1 MUSAC 98.1% 68.8% @ ——-——— oo oo - MKALLEVIFTLASS|
9 tr|C3VD22|C3VD22 MUSPR 95.3% 70.4% @ —- - - m— oo oo MKALLEVIFTLASS|
10 tr|B6UYK6|B6OUYK6 MUSPR 95.7% 68.0% @ —-- - - oo oo MKALLEVIFTLASS|
11 tr|MOSI56|MOSI56 MUSAM 95.7% 69.5% @ ——— - - - - ——m MKALLEVIFTLASS
consensus/100% e e e e e hhhh.h. .hts
consensus/ 0% e e e e e h..hlhhhh. .huu
consensus/80% e e hhhhlhlhhhs.sluf
consensus/70% e hhlhlllhshl. vEGA
cov pid 160
1 sp|Q05538|CHIC_SOLLC 100.0% 100.0%
2 sp|P36361|CHI5 PHAVU 97.2% 61.6%
3 trlQ42428(Q42428 CASSA 95.0% 66.2%
4 tr|Q6T484(Q6T484 WHEAT 96.0% 69.1%
5 tr|P93680|P93680 PERAE 99.1% 68.4%
6 tr[MOSI55|MOSI55 MUSAM 84.2% 49.9%
7 tr|022318|022318 MUSAC 35.7% 55.2% - SVlSI
8 tr|Q8VXF1|Q8VXF1 MUSAC 98.1% 68.8% SVASI
9 tr|C3VvD22|C3VD22 MUSPR 95.3% 70.4% SVASI
10 tr|B6UYK6|B6UYK6 MUSPR 95.7% 68.9% ST---PSPSTPS-GGESVEBSI
11 tr|MOSI56|MOSI56 MUSAM 95.7% 69.5% ST---PSPSTPS-G SzISI
consensus/100% . . . .s.C.
consensus/90% . . .Ss. sssluulf@Et]
consensus/80% . C suf#sluul
consensus/70% . - s@esfiufF1 1
cov pid 161 . . . 2 . . . . 240
1 sp|Q05538|CHIC_SOLLC 100.0% 100.0% QeKNNFYSYN.\F\"T SFZeFeTT QTSHETT
2 sp|P36361|CHI5 PHAVU 97.2% 61.6% A A EQTSHETT
3 tr|Q42428|Q42428 CASSA 95.0% 66.2% A QTSHETT
4 tr|Q6T484(Q6T484 WHEAT 96.0% 69.1% A A QTSHETT
5 tr|P93680|P93680 PERAE 99.1% 68.4% 2 2 QTSHETT
6 tr[MOSI55|MOSI55 MUSAM 84.2% 49.9% 2 QTSHETT
7 tr|022318|022318 MUSAC 35.7% 55.2% A
8 tr|Q8VXF1|Q8VXF1 MUSAC 98.1% 68.8% 2 2 QTSHETTc/cWE Y. We Y[OF\{OEQNIZEEED YeaTz:Y
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tr|C3VvD22|C3VD22 MUSPR 95.3%
tr|B6UYK6|B6UYK6 MUSPR 95.7%
tr|M0SI56|M0SI56 MUSAM 95.7%
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Figure S2. Multiple alignment of Class II chitinases. Red bars correspond to conformational epitopes described for the rice chitinase [4].
Alignment was produced by Clustal2.1 [1] and shown by using the MView option available at EMBL-EBI [3].

Reference sequence (1): tr|lQ7Y0S1|Q7Y0S1 _SOLLC
Identities normalised by aligned length. Colored by: identity

cov pid 11 . . . . : . . . 80
1 tr|Q7Y0s11Q7Y0sS1_SOLLC 100.0% 100.0% - FEAE AT e T ON: (e SN/ TREIFFEQ KeFYTYD!:F
2 sp|Q05539|CHIA SOLLC  100.0% 99.6% - FE /BT 7. \ON.(eSiaUTRE FEQ KeFYTYD.'F
3 tr|Q4z8L8|Q4%8L8 WHEAT 97.2% 52.0% MRSLA - —-VATVAMAIGA2 V] KeFYTYD \Fij
4 tr|Q8wW429|Q8W429 WHEAT 98.8% 57.8% MARGAALAVCEAALELAVAAGEAR BcFYTYD.F
5 tr0240071024007 ORYSA 67.2% 63.3% —-——— - oo oo
consensus/L100% e e e e e
consensus/ 0% e e e e
consensus/80% .hphshluss...hhhhhhhh@shttssuf§llolit.at; . .AssshC.A+GR¢pevAIG] s S| s@ssss .|y
consensus/70% .hphshluss...hhhhhhhh@shttssuf§llojit.at; . .ssshC.B+E@P¢p¢vAIZ]1 ss| s@ssss .y
cov pid 81 . 1 . . . : 160
1 tr|Q7v081]1Q7Y0S1 SOLLC 100.0% 100.0% FFeOTSHETN c[e'S Sl e TET e e Yo I\ KO i F ikttt R THQOSNYER:\cQ
2 sp|Q05539|CHIA SOLLC 100.0% 99.6% FEcOTSHETN c[e)S - SRl e TFT cle Yo, KON (e R THQSNYER!-(eQ
3 tr|Q4Z8L8|Q4Z8L8 WHEAT 97.2% 52.0% FIROTSHETH W KQERGAASDYCTPSAQWPCAPGKIM 4@ A
4 tr|Q8w429|Q8W429 WHEAT 98.8% 57.8% 1B3G 0 ) IV TEETRGA-ADQIIOWECIJKEEESKA - - - — === == ———— R
5 tr[024007]024007 ORYSA 67.2% 63.3% E 1WAGO ) INVTEETRGS - SDOIJOWECIJKEEENKA - ———————— R
consensus/100% . Lt.. . .stigth@YClghppht. ... ... ... ..... R
consensus/90% . Lt.. . stgth@®Clghppht. .. .. ... .. ... R
consensus/80% ....spgph@{Cighcpdp. . .. ........... R
consensus/70% ....spPpPh@Cighcplp. . . .. ..o oot R
cov pid 161 . . . 2 . . . . 240
1 tr|Q7Y0s11Q7Y0s1_SOLLC 100.0% 100.0% D TEQDNK) S ZKDT
2 sp|Q05539|CHIA SOLLC 100.0% 99.6% D TEQDN
3 trlQ478L8|Q4Z28L8 WHEAT 97.2% 52.0% D
4 tr|Q8W429|0Q8W429 WHEAT 98.8% 57.8% D
5 tr|0240071024007 ORYSA 67.2% 63.3% D
consensus/100% D
consensus/90% D
consensus/80% D
consensus/70% D .
|
cov pid 241
1 tr|Q7Y0S1|Q7Y0S1 SOLLC 100.0% 100.0%
2 sp|Q05539|CHIA SOLLC 100.0% 99.6%
3 tr|Q478L8|Q47Z8L8_WHEAT 97.2% 52.0%
4 tr|Q8wW429|Q8W429 WHEAT 98.8% 57.8%
5 tr|024007/024007 ORYSA 67.2% 63.3%

consensus/100%
consensus/90%
consensus/80%
consensus/70%




Figure S3. Multiple alignment of Class III chitinases. Red bar corresponds to a conformational epitope described for the pomegranate chitinase
[5]. Alignment was produced by Clustal2.1 [1] and shown by using the MView option available at EMBL-EBI [3].

Reference sequence (1): trfD7REL9|D7REL9 COFAR
Identities normalised by aligned length. Colored by: identity

cov pid 11 . . . . : . . . 80
1 tr|D7RELY|D7RELS COFAR 100.0% 100.0% =  —=-----=-——————-————mmmmmmmm o RYWeReHDGE! - SS 7. \EF ¢ RQEF.\ID\/Niv-\Fi'EDF!
2 tr|Q2VSTO|Q2VSTO 9ROSA 100.0% 27.0% ---MVPQAKLVVASLILTSALIQTSEAV 2 QYTETIXEGEHEAIYACASNLYSYI [YENT
3 tr|GlUH28|GlUH28 PUNGR 95.8% 30.4% MAKTLPFSRALLL--SLSILLVARAISAGDEA ON--GGEGT] STCDTGRYAY#VS!;QTT LAGHC

iphstpthhs.1.lualp.}3 .1ylut.h

consensus/100% e .t.uo

consensus/90% e ..t.uol@phstpthhs.1.lualp.}3 Iylut.h

consensus/80% e ..t.uol@phstpthhs.1.lualp.}3 dh. . INlut.h

consensus/70% e .t.uoll8phstpthhs.1l.lualp.|3 3h. . 1ylut.h
cov pid 160

1 tr|D7RELY9|D7RELY COFAR 100.0% 100.0%

2 tr|Q2VSTO|Q2VSTO 9ROSA 100.0% 27.0% S----DCTFLGEE]

3 tr|GlUH28|GlUH28 PUNGR 95.8% 30.4% DPAAGTCTGLSDE]
consensus/100%
consensus/90%
consensus/80%
consensus/70%

cov pid 161 . . . 2 . . . . 240

1 tr|D7RELY9|D7RELY COFAR 100.0% 100.0% DD EF:

2 tr|Q2VSTO|Q2VSTO 9ROSA 100.0% 27.0% K]

3 tr|GlUH28|GlUH28 PUNGR 95.8% 30.4%
consensus/100%
consensus/90%
consensus/80%
consensus/70%

cov pid 241 : . . . . 3 . . 320

1 tr|D7REL9|DJREL9_COFAR 100.0% 100.0% PG I NE!AYYH - -

2 tr|Q2VSTO|Q2VSTO 9ROSA 100.0% 27.0% VNI RYYDLKTRYS[ESTILE]

3 tr|GlUH28|G1lUH28 PUNGR 95.8% 30.4% 2 YSKFYDTTYST--TIKDQV
consensus/100% 1.lashhac. .hsh...hh.ph
consensus/90% 1.lashhac. .hsh...hh.ph
consensus/80% 1.lashhac. .hsh...hh.ph
consensus/70% 1.lashhac. .hsh...hh.ph

cov pid 321
tr|D7RELY|D7RELY COFAR 100.0% 100.0%

[y

2 tr|Q2VSTO|Q2VSTO 9ROSA 100.0% 27.0%
3 tr\GlUH28|GlUH28_PUNGR 95.8% 30.4%
consensus/100%
consensus/90%
consensus/80%

consensus/70%



Figure S4. Multiple alignment of Class IV chitinases. Red bars correspond to a conformational epitope described for the rice chitinase [4].
Alignment was produced by Clustal Omega [1] and shown by using the MView option available at EMBL-EBI [3].
Reference sequence (1): sp|P29022.1|CHIA_ MAIZE. Identities normalised by aligned length. Colored by: identity.

cov pid 11 . . .
sp|P29022.1|CHIA MAIZE 100.0% 100.0%
U97522 92.1% 63.9%
AAQ10093.1 93.9% 63.1%
XP_002275386.1 93.9% 63.1%
AAB65776.1 92.9% 62.0%
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