Fig. S_2: List of Cs/ subfamily genes, their protein sizes (number of amino acids),
and multiple protein sequence alignments. The conserved motifs (D, D, DXD,
QXXRW) diagnostic of CSL proteins are highlighted with red boxes for each of the
subfamilies.

Figure S 2A: Cs/A subfamily

S.No Gene name with number of splice variants (CslA) No. of amino acids (aa)
1 TRIAE CS42 2BS TGACvl 146583 AA0468630.1 581 aa
2 TRIAE CS42 2AS TGACvl 113418 AA0355820.2 580 aa
3 TRIAE CS42 2DS TGACvl 177473 AA0578070.1 581 aa
4 TRIAE CS42 2AS TGACvl 113300 AA0354190.1 579 aa
5 TRIAE CS42 2DS TGACvl 177798 AA0584795.1 881 aa
6 TRIAE CS42 6BS TGACvl 513375 AA1639370.1 2 SPLICE 518 aa
7 TRIAE CS42 6AS TGACvl 485966 AA1554960.1 518 aa
8 TRIAE CS42 U TGACvl 642146 AA2112270.1 522 aa
9 TRIAE CS42 7BL TGACvl 579090 AA1903960.1 375 aa
10 TRIAE CS42 7AL TGACvl 558725 AA1795700.1 518 aa
11 TRIAE CS42 6DS TGACvl 543811 AA1744360.1 531 aa
12 TRIAE CS42 6AS TGACvl 487286 AA1569690.1 528 aa
13 TRIAE CS42 6BS TGACvl 513376 AA1639390.2 2 SPLICE 528 aa
14 TRIAE CS42 U TGACvl 642146 AA2112290.1 512 aa
15 TRIAE CS42 7BS TGACvl 592860 AA1945380.1 547 aa
16 TRIAE CS42 7DS TGACvl 623146 AA2050070.1 545 aa
17 TRIAE CS42 7AS TGACvl 569190 AA1809650.1 3 SPLICE 551 aa
18 TRIAE CS42 7DL TGACvl 602617 AA1962870.1 2 SPLICE 555 aa
19 TRIAE CS42 7AL TGACvl 557254 AA1778850.1 515 aa
20 TRIAE CS42 7BL TGACvl 578444 AA1895100.1 515 aa
21 TRIAE CS42 3DL TGACvl 249033 AA0835410.1 2 SPLICE 572 aa
22 TRIAE CS42 3B TGACv1 221079 AA0729630.1 2 SPLICE 571 aa
23 TRIAE CS42 3AL TGACvl 197519 AA0666560.1 573 aa
24 TRIAE CS42 3B TGACv1l 220828 AA0720500.1 570 aa
25 TRIAE CS42 3DS TGACvl 273022 AA0927600.1 568 aa
26 TRIAE CS42 2AL TGACvl 093375 AA0278800.1 527 aa
27 TRIAE CS42 2BL TGACvl 129747 AA0394630.1 528 aa
28 TRIAE CS42 2DL TGACvl 160461 AA0550770.1 548 aa
29 TRIAE CS42 1AS TGACvl 019142 AA0061550.1 515 aa
30 TRIAE CS42 3AS TGACvl 210508 AA0674280.1 566 aa
31 TRIAE CS42 3DS TGACvl 272005 AA0912960.1 570 aa
32 TRIAE CS42 3B TGACv1l 223332 AA0780350.1 925 aa
TRIAE_CS42_3AS_TGACv 0
TRIAE_CS42 3B _TGACvl MLLLKIDIAKAFDTVSWEYILELLQRMNFPAHWRDRIALLLSSVSSAYLLKGDPGPAILHQRGLRQGDPLSAILFILVIV 80
TRIAE_CS42_3B_TGACv1 0
TRIAE_CS42_3DS_TGACY 0
TRIAE_CS42_3DS_TGACvV 0
TRIAE_CS42 3DI, TGACV 0
TRIAE_CS42 3B TGACv1 0
TRIAE_CS42_3AL_TGACY 0
TRIAE_CS42_ 6BS_TGACvV 0
TRIAE_CS42_ 6AS_TGACV 0
TRIAE_CS42_7AL_TGACY 0
TRIAE_CS42_U_TGACv1 0
TRIAE CS42 U TGACv1 0
TRIAE_CS42_7BL_TGACY 0
TRIAE_CS42_ 7AL_TGACvV 0
TRIAE_CS42 7BI_TGACV 0
TRIAE_CS42_7DL_TGACY 0
TRIAE_CS42 2AL_TGACvY 0
TRIAE_CS42 2DI, TGACV 0
TRIAE CS42 2BL TGACv 0
TRIAE CS42 1AS TGACY === = oo o o o o 0
TRIAE_CS42_7DS_TGACV 0
TRIAE_CS42_7AS_TGACY 0
TRIAE_CS42_7BS_TGACvV 0
TRIAE_CS42_6DS_TGACV 0
TRIAE_CS42_6BS_TGACY 0
TRIAE_CS42_ 6AS_TGACV 0
TRIAE_CS42 2BS TGACV 0
TRIAE_CS42_2DS_TGACY 0
TRIAE_CS42 2AS TGACYV 0




TRIAE_CS42_2AS_TGACV 0

TRIAE_CS42_2DS_TGACY 0
TRIAE_CS42_3AS_TGACYV 0
TRIAE_CS42_3B_TGACv1 PLHRMLEAAQOAGTIAPLPAGAARLRVTLYADDAIFFANPVRQEIDTIMOLLOGFGEAAGLRGNPOKSSAATLNYGSIDL 160
TRIAE_CS42_3B_TGACvl 0
TRIAE_CS42_3DS_TGACYV 0
TRIAE_CS42_3DS_TGACYV 0
TRIAE_CS42_3DL_TGACYV 0
TRIAE_CS42_3B_TGACvl 0
TRIAE_CS42_3AL_TGACV 0
TRIAE_CS42_6BS_TGACY 0
TRIAE_CS42_6AS_TGACY 0
TRIAE CS42 7AL TGACY === = mmmm oo o o o 0

TRIAE_CS42_U_TGACV1
TRIAE_CS42_U_TGACV1_
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_7BL_TGACYV
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACYV
TRIAE_CS42_2BL_TGACYV
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACYV
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACYV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACY

OO0 000O0OO0O0O0O0OO0OOOOOOOOO

TRIAE_CS42_3AS_TGACV 0
TRIAE_CS42_3B_TGACv1 IDVLKNFSGTRVGFPIRYLGLPLCIGRLPLCTRVGFPIRYLGWLLGKANSCIAPPLAVASHVLVRCVLSALPAFAMAVLR 240
TRIAE_CS42_3B_TGACv1 0

TRIAE_CS42_3DS_TGACV 0
TRIAE_CS42_3DS_TGACY 0
TRIAE_CS42_3DL_TGACY 0
TRIAE_CS42_3B_TGACvl 0
TRIAE_CS42_3AL_TGACYV 0
TRIAE_CS42_6BS_TGACY 0
TRIAE_CS42_6AS_TGACY 0
TRIAE_CS42_7AL_TGACV 0
TRIAE_CS42_U_TGACv1 0
TRIAE_CS42_U_TGACV1_ 0
TRIAE_CS42_7BL_TGACY 0
TRIAE_CS42_7AL_TGACY 0
TRIAE_CS42_7BL_TGACV 0
TRIAE_CS42_7DL_TGACV 0
TRIAE_CS42_2AL_TGACY 0
0
0
0
0
0
0
0
0
0
0
0
0
0
4

TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE_CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACYV
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACYV
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACYV MAAWNPETHGSGAI IVGADDCETTVEDEMAAGRDANTKLFHRVANGRK

©

TRIAE_CS42_3AS_TGACY 0
TRIAE_CS42_ 3B TGACvl IPKRFYKDVDKARWRFLWVHDHEVTGGRCKVNWRLVTSPVDHGGLGIPSMERFARALCLRWLWLAWTDPARPWARMGTPC 3
TRIAE_CS42_3B_TGACvl 0
TRIAE_CS42_3DS_TGACY 0
TRIAE_CS42_3DS_TGACY 0
TRIAE_CS42_3DL_TGACY 0
TRIAE_CS42_3B_TGACv1 0
TRIAE CS42_3AL_TGACY 0
TRIAE_CS42_6BS_TGACY 0
TRIAE_CS42_6AS_TGACY 0
TRIAE CS42_7AL_TGACY 0
TRIAE CS42_U_TGACvL_ 0
TRIAE_CS42_U_TGACv1 0
0
0
0
0
0
0
0
0
0
0
0
0
0

TRIAE_CS42 7BL_TGACY
TRIAE_CS42 7AL_TGACYV
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42 2AL TGACYV
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_ 2BL_TGACY
TRIAE_CS42 1AS TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42 7BS TGACV
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY




TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACYV
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACY

TRIAE_CS42_3AS_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3DS_TGACYV
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DL_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3AL_TGACV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_U_TGACv1
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_7BL_TGACYV
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACYV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2AS_TGACYV
TRIAE_CS42_2DS_TGACY

TRIAE_CS42_3AS_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DL_TGACV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3AL_TGACYV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_U_TGACV1_
TRIAE_CS42_U_TGACV1_
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACYV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACV

TRIAE CS42_3AS_TGACY
TRIAE_CS42_3B TGACvl
TRIAE_CS42_3B_TGACv1
TRIAE CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DL_TGACY
TRIAE CS42_3B TGACvl
TRIAE CS42_ 3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE CS42_6AS_TGACY
TRIAE CS42_7AL_TGACY
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_U_TGACv1_
TRIAE CS42_7BL_TGACY
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACY
TRIAE CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACY
TRIAE_CS42_2DL_TGACY
TRIAE CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY

HEEE
B
HWwwwwo

LKNFIPAISVEGITITDQAAKEEAFFEAYSELLGRCGSREHTLDLDYLGIESINLEDQDLVFQEEEVWKVVRDMPSDRAL

MAMAA
DDKDRALFASATTVTVGDGNRVLFWHCSWLGEQPVRQDYPNLFRRSTRKNRMMADAIRDDRWIMDLRRSGAGEEVMAMAA
MAMAA
MAA
MAATA
MAGAGEEFMA-
MAGAGEEFMA-
MAGAGEEFMAS

MEKKKRRSSIS

MAGDGEGAAAFAAAKAEW
MAGDGEGAGDGEGAAAFAAAKAEW
MAGDGEGAAAFAVAKAEW

AEIGGALLFALAAAAALFSAVSTGAVDFSHPLAVGGRVDFQETISWEFIG
AEIGGALLFALAAAAALFAAVSTGAVDFSHPPAVGGRVDFQEAISWEFIG
AEIGGALLFALAAAAALFAAVSTGAIDFSRPLAVGGRVDFQEAISWEIG
GEIGGALLFVLAAAAAVLAAVSTGAVDFSHPPAVGGQLDFQETISWEFTG
GPNGFIGVFFQKAWAIVKRDVMAALNKLFLNNGRGFGRLNQALITLIPKNHEACQIKDFRPICLVHSIPKLASKLLATRL

TAWLWVEVPVRVDWPAVAAQCAWAGEQARAF@VVPAVRLLVLES LAMTHMI LLEKEFVAAF-CYARKAFGHRPESRYQWR
TAGLWAEVPVRLDWATVAAQCALAGEQARAFBVVPAVRLLVLES LAMTIMI LLEKWFVAAF-CYARKALGHRPERRYKWG
TAGLWAEVPVRLDWATVAAQCSLAGEQARAFMVVPALRLLVLES LAMTEMI LLEK@EVAAF-CYSAKAFRHRPESRYRWR
TVGLREEVPVRLDWATVAAQCAWAGEQTRSFBVVPAVRLLVLES LAMTFMI LLEK@FVAAF-CYARKAFGHRPESRYKWG
WLWAEVPVPVRVDWAAVAAQCAWAGOOARALEVVPTVRLLVLES LAMTEMI LLEKEFVAAK-CYARAKAFGHRPESRYRWR
——GVWAEVPVRVDWAAVAAQCAWAGAQARAFVVPAIRLLVVIBS LAMTEMI LLEKHFVAAF-CFAAKAFGHRPERRYQWR
——AVWAGLPVRVDWAAVAAQCAWAGMOARAFVVPAIRLLVLES LAMTEMI LLEKHFVAAJ-CFAAKAFGHRPERRYQWR
AAGVWAELPVRVDWAAVAAQCAWAGAQARAF@VVPAIRLLLVESLTMTEMI LLEKEFVAAJ-CFAAKAFGHKPERRY OWR
—-MDAAVGLPDAWSQVERAPFIVPLLKLAVAFCLLMSHLLFLERMYMAV]- IVGVKLLGRRPERRYKCD
—-MDAAVGLPDAWSQVERAPHIVPLLKLAVABCLLMSFHLLFLER@YMAV]- IVGVKLLGRRPERRYKCD
-MSTLPGVWQIAAAWEQVRGPJIVPLLRASVLECLAMSAMLFABKE YMAVE - VLAVRLLGRRPERQWKWE
-MSTLPGAWHVAAAWEQVRGPJIVPLLRASVLECLAMSEMLFABKEYMAV-VLAVRLLGRRPERQYQWE
--MAAALLPGTRITFSGAWQQVEGPHIVPLLRASVLECVAMSEMLLABKEYMAV-VLALRLLGRRPELQYRWE
MSTLPRVWQIAAAWEQVRGPHIVPLLRVSVLECLAMSEMLFAGKYYMAV-VLAVRLLGRRPEQQYRWE
--MEAAEQIAVVWKQVEGPHIAPLLRASVMECLAMCEILEVEKEYMA V- IVAMRLIGRHPERQWRWE
--MEAAEQIAVVWKQVEGPIVPLLRASVMECLAMCE I LEVEKEYMA V- IVAMRLIGRRPERQWRWE
----MEAAEQIAVVWKQVRGPIVPLLRASVMECLAMCHI LEVEKEYMAV]- IVAMRLIGRRPERQWRWE
-MKGVSMLTMARAAWAAVRHARVVPLLQLAVY@CAAMSEMLFABRBYMGL-VAALWLRRRRROQRRNPGR
FLLSFGGGRRRMKGVSMLTMARAAWAVVRYAJVVPLLOLAVYHCAAMSEMLE ABRBYMGL-VAALWLRRRRRORRSPSR
——————————— MRGVSMLTMARAAWAAVRYARVVPLLOLAVYECAAMSEMLFAEREYMGLE-VAALWLRRRRRORRNPSR
—————————————— MSMLPMARAAWLVLERYAGVVPLLOLATYECVVMSEMLFABRBYMGLE-VAVLWLYRRCRNRNQRNK
LDGSGGLPLLRWWRASGGGELLGRWDAVRAGEVAPALAAVSGRCLAMSEMLLABAFFMAAR-SLVR----RRPERRYSAG
LGGSGGLPLLRWWRASGGGELLRGWDAVRAGRVAPALAAVSGRCLAMSEMLLABAFFMAAR-SLVR-~---RRPERRYSAG
LAGSGGLPLLRWWRASGGGELLRGWDAVRAGRVAPALAAVSGRCLAMSEMLLABAFFMAAR-SLVR-~-~--RRPERRYSAG
--MAPLGADAAAAAWAAVRARAVAPALTAAVWRACLAMSEMLLLEARCMS LSLVAVRLLRLRPERRFKWE
--MAPLGADAAAAAWAAVERARRVS PALTAAVWRCLAMSEMLLLEARCMS LSLVAVRLLRLRPQRRFKWE
———————————— MAPLSAGAAAAAWAAVRARBVAPALTAAVWRCLAMSEMLLLEARCMSLESLVAVRLLRLRPERRFKWE
-IFDGSSSSSSAAGGVSLAEVYELWVRVRGREIAPALOVAVWRCMVMSEMLYVEARYNCV]]-SLGVKAVGWRPEWREFKWE
~VFDGSSSSSSAAGGVSLAEVYELWVRVRGRIAPALOVAVWRACMVMSEMLY VEABYNCV]-SLGVKAVGWRPEWRFKWE
~VFDGSSSSS-AAGGVSLAEVYELWVRVRGRIAPALOVAVWRACMVMSEMLYVEABYNCV{|- S LGVKAVGWRPEWRFKWE
-VYNG-ASYSSGAGAVSLAEVHELWVRVRGREIAPALOVTVWRCMVMSEMLAVEARYNCV]|-SLGVKAIGWRPEWREFKWE
CPRMGELVHAKQSAFIKGRNIHDNFLQVEROLARKLYKRKTKSEMLKLDISRAFESHSWPF-FEVLRVKGFSRTWREWIA

PIAASACKTGGDDEEDGIVVVG————SAAFPVELVQIPMYNEREVYKVSIGAACALEWPSDRMVIQVLDDSTDPVVKDLE
PVAASACKTGGDDEEDGIVGVGSGSGSAAFPVELVQIHMYNER EDLE
PITASACKTGGDDEEDGIVVVGSGSGRAAFPVELVQIPMYNEREVYKVSIGAACALEWPSDRMVIQVLDDSTDPVVKELN
PIAASACKTGGDDEEDGIVVVGSGSGSGAFPVELVQIPMYNEREVYKVSIGAACALEWPSDRMVIQVLDDSTDPVVKELE
PIAASACKAGGGDEEDGIVIVGSSSGSAAFPVELVQIPMYNEREVYKVSIGAACALEWPSDRMVIQVLDDSTDPVVKDLE
PIAAGAAAAARGDEE——AGLVGGGGGSAAFPVWLVQIPMYNEREVYKLSIGAACALEWPSDRVVIQVLDDSTDPAVKDLN
PIAAGAAAAARGDEE——AGVGGGG——SAAFPVELVQIPMYNEREVYKLSIGAACALEWPAERVVIQVLDDSTDPVVKDLE
PIAASACKTGGVDEE——ASVGGGS———SAFPVELVQIPMYNEREVYKLSIGAACALEWPSDRVVIQVLDDSTDPAVKDLE
PICEDDDPE-===—==——=——--— LGSAAFPIELVQIPMFNEREVYQLSIGAVCGLSWPSDRLVVQVLDDSTDPLIKEMW
——LGSAAFPVELVQIPMFNEREVYQLSIGAVCGLSWPSDRLVVQVLDDSTDPLVKEMM
——LGSAAYPMWLVQIPMYNEREVYQLSIGAACGLSWPSDRIVVQVLDDSTDPVIKELE
——LGSAAYPMWLVQIPMYNEREVYQLSIGAACGLSWPSDRIVVQVLDDSTDPVIKELN
——LGSAAYPMWLVQIPMYNEREVYQLSIGAACGLSWPSDRIIVQVLDDSTDPVVKELN
——LGSAAYPMWLVQIPMYNEREVYQLSIGAACGLSWPSDRIIVQVLDDSTDPVIKELE

PLRD-DDPE- LGNAAYPMWLVQIPMYNEREVYKKSIGAACGLSWPSDRIVIQVLDDSTDPAIKELE
PLRD-DDPE- LGNAAYPMWLVQIPMYNEREVYKKSIGAVCGLSWPSDRIVIQVLDDSTEPAIKELE
PLRD-DDPE- ——LGNAAYPMELVQIPMYNEREVYKKSIGAACGLSWPSDRIVIQVLDDSTDPAIKELE
NKGGDDDVG— DLESGAAEDLPVWLVQIPMFNEKQVYRLSIGAACGLWWPADKLVIQVLDDSTDAGIRAMW
NKGGDDDD-— —LESGAAEDLPLELVQIPMFNEKQVYRLSIGAACGLWWPADKLVIQVLDDSTDAGIRAMW
NKGDDDGGAG- DLESGGGEDLPMELVQIPMFNEKQVYRLSIGAACGLWWPADKLVIQVLDDSTDAGIRALE
GDDDNLESD-- ————DADRPMWLVQIPMFNEKQVFRLSIGAACGLWWPADKLVIQVLDDSTDAGIRSLE
PLGAQDGEDE-- ——ERGLLGYPMWLVQIPMYNEREVYKLSIGAACGLSWPSDRVIVQVLDDSTDPTIKDLN

orooooo
=

0
18
24
18
0
0
0
52
52
52
52
208

84
479
84
82
84
87
87
90
65
65
68
68
71
68
65
65
65
68
90
68
65
93
99
93
68
68
68
130
130
129
129
287

160
526
164
162
164
165
163
165
130
130
132
132
136
133
129
129
129
137
157
138
128
160



TRIAE_CS42_7AS_TGACYV
TRIAE_CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACY
TRIAE CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACYV
TRIAE_CS42_2AS_TGACYV
TRIAE_CS42_2AS_TGACV
TRIAE CS42_2DS_TGACY

TRIAE_CS42_3AS_TGACV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACYV
TRIAE_CS42_3DL_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE CS42_3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_U_TGACvV1_
TRIAE_CS42_U_TGACV1

TRIAE_CS42_7BL_TGACV
TRIAE CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACY
TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_1AS_TGACYV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE_CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACV
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACY

TRIAE_CS42_3AS_TGACY
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DL_TGACY
TRIAE CS42_3B TGACvl
TRIAE_CS42_3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_U_TGACV1_
TRIAE CS42_U_TGACvl

TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7AL_TGACY
TRIAE CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACY

TRIAE CS42 3AS TGACV
TRIAE_CS42_ 3B _TGACv1
TRIAE_CS42 3B TGACv1
TRIAE_CS42 3DS_TGACYV
TRIAE_CS42_3DS_TGACY
TRIAE_CS42 3DL_TGACYV
TRIAE_CS42 3B TGACv1
TRIAE_CS42_ 3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42 6AS TGACYV
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_U TGACv1_
TRIAE_CS42 U TGACv1

TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7AL_TGACY
TRIAE_CS42 7BL_TGACYV
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_ 2AL_TGACY

PLGAQDGEDE-----——=—-=-——— ERGLLGYPMMLVQIPMYNEREVYKLSIGAACGLSWPSDRVIVQVLDDSTDPTIKDLN 166
PLGAQDGEDED ***EERGLLGYPMMLVQIPMYNEREVYKLSIGAACGLSWPSDRVIVQVLDDSTDPTIKDLW 162

PMAGALEGGEADVED-- *PPASAGRREFPMWLVQIPMYNEKEVYKLSIGAVCALTWPPDRIIIQVLDDSTDPIIKELE 143
PMPGALPGAEADAED-- —PPG———RREFPMMLVQIPMYNEKEVYKLSIGAVCALTWPPDRIIIQVLDDSTDPIIKELE 140
PMTGALEGGEADVED-- *PAG***RREFPMWLVQIPMYNEKEVYKLSIGAVCALTWPPDRIIIQVLDDSTDPIIKELE 140

**AHYPMWLVQIPMYNELEVYKLSIGAACELQWPKDRIIVQVLDDSTDPFIKNLE 194
——AHYPMMLVQIPMYNELEVYKLSIGAACELQWPKDRIIVQVLDDSTDPFIKNLE 194
——AHYPVELVQIPMYNELEVYKLSIGAACELQWPKDRIIVQVLDDSTDPFIKNLE 193
**AHYPMWLVQIPMYNELEVYKLSIGAACELKWPKDRMIVQVLDNSTDPLIKNLE 192
VNGCVEKKFMHACGLRQGDSISPLLFVIAMDVLSAMILKARETNAVSKIPGCE 351

YERE 201
YRE 567
YgRE 205
YERE 203
YRE 205
YHOE 206
Yliog 204
YHOE 206
-YfRE 171
YERE 171
YliKE 173
YIKE 173
ExB 177
YﬂK. 174
YK 170
YEKE 170
YEKE 170
Y@KE 178
YRKE 198
YRRE 179
KB 169
YEQ. 201

207
YEQH 203
vioE 184
Yo 181
Yo 181
v@kE 235
YRKE 235
YﬂK@ 234

YRE 233
PIFRLSLYVDDVVMFIKPSWTDLWEVOEMLEVFGEASGLKVNFSKSSAVMIRSEEEEEVLVRKAMPWKMETFPIKYLELE 431

GRLEKGMEHV
ELHCESWAVKGLNIKYATRSSRKGEKAGHLEKGMECD

ELHCETWVTKGLNIKYAPRSGOKGEKAGRLEKGMECD

229
595
233
231
233
234
232
234
199
199
201
195
205
202
198
198
198
206
226
207
197
229
235
231
212
209
209
263
263
262
261
511

0P DADFERETVEVLEAD
PO PEPDFEMET IFYLARN

OPEPDFILETVEFFVHN
I TVEFFVEN

257
623
261
259
261
262
260
262
227
227
229
223
233
230
226
226
226
234

J2 DECEMERMOEESL
DECEMIRMOENSL
J2DECEMERMOEESL
DECEMERMOEFSL
PD.LVQARWKFWADECIMEMQEISL
PDEALVQARWK DECEMERMOEFSL
PEALVOARWV FIANE CEMERMOENS L
PEALVOARWVFIEANECEMERMOENSL
PEMALIQARWVFIEANE CEMERMOENS L
PAFRLVOARWRFNADECHLERTOEJSL




TRIAE CS42 2DL TGACV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACYV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_2BS_TGACYV
TRIAE_CS42_2DS_TGACYV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACYV

TRIAE_CS42_3AS_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACvl
TRIAE CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACYV
TRIAE_CS42_3DL_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3AL_TGACV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_U_TGACv1
TRIAE_CS42_U_TGACv1
TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACV

TRIAE_CS42_3AS_TGACV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DL_TGACY
TRIAE_CS42_3B TGACvl
TRIAE_CS42_3AL_TGACV
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_U_TGACv1

TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACY
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACV
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_ 2AS_TGACY
TRIAE_CS42_2DS_TGACV

TRIAE_CS42_3AS_TGACV
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DL_TGACvV
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3AL_TGACvV
TRIAE_CS42_6BS_TGACV
TRIAE_CS42_6AS_TGACV
TRIAE_CS42_7AL_TGACvV
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_U_TGACv1

TRIAE_CS42_7BL_TGACY

PSEALVOARWREINADECALERIOEHSL 254

PARLVOARWRFINADECHLERIOEgSL 235

PAJRLVOARWRFINADECHLERMOEESL 225

POALVOARWEFINPNECEMERIOKETL 257

POALVOARWE FENPNECEMERIOKYTL 263

POALVOARWE FENPNECEMERTOKETL 259

PKIALVOTRWKFINY DACEMERIOKESL 240

PKIALVOTRWKFNY DACEMIRIOKESL 237

PKIALVOTRWKFINY DACEMERIOKESL 237

PEFALVOARWS FNDTASELERVOKMFF 291

———————— PEJALVOARWS FIYDTAS| VOKEFF 291

PEJALVOARWS FENDNASHLERVOKEFF 290

PKIALVOARWS FENGTVSELERIOKMFF 289
GGQCAVAWRGVYRPKQMGGLGVVDLHKHGIALRLSLSQTSFSEQSRSSCTIQKLIMFKLSGPSNINGTVSHLERIOKMFF 591
(HEJSE QO EINESIMAES]F F[eF N G 337

( 5 703
B A~ cEI vy sEECEN 341
(HEJSE QEINE SIMAEEIF FleF N G 339
(HEJ$E OEINe SINAESIF F[EFNGTA 341
7HF|$3F OE e SIRNEEIF Fle N 342
( 340
342

307

307

309

303

313

310

306

306

306

RS vESEvcEACHGERGEN 314
s VEeEY GEACHCEECENE 334
El s VESE v G CHGERGEN 315
305

337

343

339

320

317

317

371

371

370

369

671

415

781

419

417

FYGEIARHTLTFIYYCFRIPVSVFFP--EIQIPLWGVVYV 419

AAHTVTFIYYCFRIPLSVFFP--EIQIPLWGVVYV 420

FYGEIARHTVTFIYYCFRIPLSVFFP--EIQIPLWGVVYV 418

ARHTVTFIYYCFRIPLSVFFP--EIQIPLWGVVYV 420

LEREIVAHIVTFTFYCIMIPTTIFVP--EVHIPKWGCVYI 385
LEREAVRAHIVTFTFYCIIPTTIFVP--EVHIPKWGCVYI 385
LYREIVRHIVTFVFYCLIPATVLVP--EVEVPKWGCVYI 387
LERE|VAHIVTFVFYCLIPATVLVP--EVEVPKWGCVYI 381
FERE|VAHIMTFVFYCL§IPATVLVP--EVEVPKWGCVYI 391

LEREIVRHIVTFVFYCVJERIDMVD 375

Y VENEF LRI I€H I LTSVFYCLIPATVFVP--EVEIPRWGYFYI 384
ILTSVFYCLIPATVFVP--EVEIPRWGYFYI 384

FEREAIEHILTSVFYCLIPATVFVP--EIEIPRWGYFYI 384

Fij LVTFLFYCVIPAYVLVGGQDVRLPKYVAMYV 394
FEREGVAHLVTFLFYCV|IPAYVLVGGQDVRLPKYVAMYV 414
BrFEREIVRAHLVTFLFYCVIPAYVLVGGQDVRLPKYVAMYV 395

385

LEREHVAHVVPFVLYCVIPFSVLIP--EIKIPAWGVVYI 415
LEREIVAHVLPFVLYCVIPFSVLIP--EIKIPAWGVVYI 421
LYREIVRHVVPFVLYCVIPFSVLIP--EIKIPAWGVVYI 417
FEREWIAPILTFLFYCV§IPLSAMVP--EVHIPVWGLVYI 398
FERENIAPILTFLFYCV§IPLSAMVP--EVHIPVWGLVYI 395
wHLEIRSHLFEREY AP ILTFLFYCVI PLSAMVP--EVHIPVWGLVYI 395

FHMISEF LYRENVAPTVACILYNIHLPISVMIP-~ELFLPVWGIAYI 449
MAPTVACILYNILPISVMIP--ELFLPVWGIAYI 449

FHMISEF LERENVAPTLACILYNILPISVMIP--ELFLPIWGIAYI 448

F FERENVAPAVACILSNIHVPLSVMIP--ELYLPVWGVAYI 447

FYMIMSELFERENVAPAVACI LSNIVPLSVMIP--ELYLPVWGVAYI 749
PTVITLCKALGSPSSFHLVILWVLFDNVMSLHRIKATITGLLDARRVNEWVVTEKLGDANKTEPAVEGLNDVQVIDVELS 495
PTVITLCKALGSPSSFHLVILWVLFDNVMSLHRIKATITGLLDARRVNEWVVTEKLGDTNKTEPAMEGLNDVQVIDVELS 861
PTVITLCKALGSPSSFHLVILWVLFDNVMSLHRIKATITGLLDTRRVNEWVVTEKLGDANKTEPAMERLDDVQVIDVELS 499
PTVITLCKALGSPSSFHLVILWVLFDNVMSLHRIKATITGLLDTRRVNEWVVTEKLGDANKTEPAMEGLDDVQVIDVELS 497
PTVITLCKSLGSPSSFHLVILWVLFENVMSLHRIKATITGLLDTRRVNEWVVTEKLGDANKTEPAMEGLDDVQVIDVELS 499
PTVITLCKALGSPSSFHLVILWVLFENVMSLHRIRAAITGLLDAGRVNEWVVTEKLGDANKTKPATEVLDAVKVIDVELT 500
PTVITLCKALGSPSSFHLVILWVLFENVMSLHRIRAAVTGLLDAGRVNEWVVTEKLGDANKTKPAMEVLDAVKVIDVELT 498
PTVITLCKALGSPSSFHLVILWVLFENVMSLHRIKAAVTGLLDAGRVNEWVVTEKLGDANKTKPAMEALDAVKVIDVELA 500

PTIITLLNSVGTPRSFHLLFFWILFENVMSLHRTKATLIGLLEAGRANEWVVTEKLG--———=—==———==——=——
PTIITLLNSVGTPRSFHLLFFWILFENVMSLHRTKATLIGLLEAGRANEWVVTEKLG-—
PTIITLLNAVGTPRSVHLVVEFWVLFENVMSLHRAKATFIGLLEAGTVNEWVVTEKLG—
PTIITLLNAVGTPRSVHLVVEFWVLFENVMSLHRAKATFIGLLEVGTVNEWVVTEKLG-
PAIITLLSVVGTPRSVHLVIFWALFENVMSLHRTKATFIGLLEAHTVNEWVVTEKLG-—

375




TRIAE_CS42_7AL_TGACYV
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE CS42_2AL_TGACY
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACV
TRIAE CS42_7BS_TGACY
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACV
TRIAE_CS42_6AS_TGACYV
TRIAE_CS42_2BS_TGACYV
TRIAE_CS42_2DS_TGACY
TRIAE CS42_2AS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACY

TRIAE_CS42_3AS_TGACYV
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3DS_TGACYV
TRIAE_CS42_3DS_TGACV
TRIAE_CS42_3DL_TGACY
TRIAE CS42_ 3B TGACvl
TRIAE_CS42_3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_U_TGACV1_
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_7BL_TGACYV
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACV
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42_7BS_TGACV
TRIAE_CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACY

TRIAE CS42_3AS_TGACY
TRIAE_CS42_3B_TGACv1
TRIAE_CS42_3B_TGACvl
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DS_TGACY
TRIAE_CS42_3DL_TGACY
TRIAE_CS42_3B TGACvl
TRIAE_CS42_3AL_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_U_TGACv1_
TRIAE_CS42_U_TGACvl_

TRIAE_CS42_7BL_TGACV
TRIAE_CS42_7AL_TGACY
TRIAE_CS42_7BL_TGACY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_2AL_TGACY
TRIAE_CS42_2DL_TGACY
TRIAE_CS42_2BL_TGACY
TRIAE_CS42_1AS_TGACY
TRIAE_CS42_7DS_TGACY
TRIAE_CS42_7AS_TGACY
TRIAE_CS42_7BS_TGACY
TRIAE CS42_6DS_TGACY
TRIAE_CS42_6BS_TGACY
TRIAE_CS42_6AS_TGACY
TRIAE CS42_2BS_TGACY
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACY
TRIAE CS42_2AS_TGACY
TRIAE_CS42_2DS_TGACY

PTVITLLNAVGTPRSFHLVIFWVLFENVMSLHRTKATFSGLLELGRVNEWVVTEKLG-———=-=-——=—=-———=—--— DILKMK 447
PTVITLLNAVGTPRSFHLVIFWVLFENVMSLHRTKATFSGLLELGRVNEWVVTEKLG-— --DVLKMK 447
PTIITLLNAVGTPRSFHLVIFWVLFENVMSLHRTKATFSGLLELGRVNEWVVTEKLG-— --DVLKMK 447
PAIITLLNAVCTPRSWHLLVEFWILFENVMSMHRSKATIIGLVEASRANEWVVTEKLGSV - ----TS-TPAATT 461
PATIITLLNAVCTPRSWHLLVFWILFENVMSMHRSKATIIGLVEASRANEWVVTEKLGSV- ----TSSTPAATT 482
PATIITLLNAVCTPRSWHLLVFWILFENVMSMHRSKATIIGLVEASRANEWVVTEKLGSV- ----TS-TPAAAT 462

AAVLTLLNAVCTPRSCHLLVFWILFENVMSTHRCKATIIGLLEASRANEWVVTEKLGGS—
PTAITVLYAVRNPSSIHFIPFWILFENVMSFHRTKATFIGLLELGSVNEWVVTEKLG-—
PTAITILYAVRNPSSIHFIPFWILFENVMSFHRTKATFIGLLELGSVNEWVVTEKLG-—
PTAITILYAVRNPSSIHFIPFWILFENVMSFHRTKATFIGLLELGSVNEWVVTEKLG-—
PTAITVMNAIRNPGSLHLMPFWILFENVMSMHRMRAALTGLLETAHVNDWVVTEKVG-—
PTAITIMNAIRNPGSLHLMPFWILFENVMSMHRMRAALTGLLETAHVNDWVVTEKVG--
PTAITIMNAIRNPGSLHLMPFWILFENVMSMHRMRAALTGLLETAHVNDWVVTEKVG-—
PTVLLVVTAIRHPKNLHILPFWILFESVMTMHRMRAALSGLFELSEFNEWVVTKKTG-—
PTVLLVVTAIRHPKNLHILPFWILFESVMTMHRMRAALSGLFELSEFNEWVVTKKTG-—
PTVLLVVTAIRHPKNLHILPFWILFESVMTMHRMRAALSGLFELSEFNEWVVTKKTG-—
PAVLLVVTAIRNPKNIHLLPFWILFESVMTIHRTRAALVGLFEFSEFNEWVVTKKTG-—
PTVLLVVTAIRNPKNIHLLPFWILFESVMTIHRTRAALVGLFELTEFDEWLVTKKTG-~--—-—-—————————————

TPLVPKLEKRRTRLWDKYNCSEIFVGTCIIICGCYDVLYA-NKGYYIYLFIQGLAFLVIGFEYIGTRPPNTE-—
TPLVPKLEKR----—-— YNCSEIFVGTCIIICGCYDVLYA-NKGCYIYLFIQGVAFLVIGFEYIGTRPPGAE-—
TPLVPKLEKRRTRLWHKYNCSEIFVGTFIIICGCYDVLYA-KKGYYIYLFIQGLAFLVIGFEYIGTRPPSTE-—
TPLVPKLEKRRTRLWDKYNCSEIFVGTCIIICGCYDVLYA-KKGYYIYLFIQGLAFLVIGFEYIGTRPPSIE-—
TPLVPKLEKRRTRLWDKYNCSEIPVGTCIIICGCYDVLYA-KKGYYIYLFIQGLAFLVVGFEYIGTRPPSAE-—
TPLVPKLKKRRIRLWDKYNCSEIFVGTCIVICGFYDLFYA-NKGYYIYLFIQGLAFLVVGFEYIGTRPPTPSA—
TPLVPKLKKRRIRLWDKYNCSEIFVGTCIIISGFYDLFYA-NKGYYIYLFIQGLAFLVVGFEYIGTRPPTPSAG-—
TPLVPKLKKRRIKLWDKYNCSEIFVGTSIIICGFYDLFYA-NKGYYIYLFIQGLAFLVVGFEYIGTRPPTPSAE-—
SANKASARKSFMRMWERLNVPELGVGAFLFSCGWYDVAFG-KDNFFIYLFFQSMAFFVVGVGYVGTIVPPS-—
SANKASARKSFMRMWERLNVPELGVGAFLFSCGWYDVAFG-KDNFFIYLFFQSMAFFVVGVGYVGTIVPQS--
MPSKALK-KLRMRIGERLHLWELGVAAYLFLCGCYDISFG-NNRYFIFLFMQSIAFFIVGVGYVGTFVAQ-—
MPSKALR-KLRMRIGERLHLWELGVAAYLFLCGCYDISFG-NNRYFIFLFMQSIAFFIVGVGYVGTFVAQ-—
MPSKALK-KLRIGIGERLHLWELGVAAYLFICGCYSISFG-NNHYFIFLLMQSIAFFIVGVGYVGTFVTQ-—--———-—---—

VQSKVTK-KLRMRIRERLQLLELGVAAYIFFCGSYDLLFG-KRYYYVFLFMQSIAFFVVGVGFVGTLVPN-—
VQSKVTK-KLRMRIRERLQLLELGVAAYIFFCGSYDLLFG-KRYYYIFLFMQSIAFFVVGVGFVGTLVPN-—
VQSKVTK-KLRMRIRERYIIIIGLLMCISQLSYLNFNMES— GCSFWSLVLQPISSFVEVTTFCLAKDITISFSSCNPSLS
TMATNKGAMKKKKSQSSILAPEIVMGLCLLYCAVYDIFFG-HDHFYVYLLMQSAAAFVIGFGYVGSQ-—
TMATNKGATKKKKSQSSILAPEIVMGLCLLYCAVYDIVFG-HDHFYVYLLMQSAAAFVIGFGYVGSQ- -
TMAANKGAMKKKKSQSSILAPEIVMGLCLLYCAVYDIVFG-HDHFYVYLLMQSAAAFVIGFGYVGSQ- -
TTMVAK----KKKSSSSFLAPEIVMGLFLLYCALYDIVFG-HDHFYVYLLMQSAAAFVIGFGYVGSQ- -
KPVPQILERPRCRFWDRWTVSELLFAVFLFVCATYNLVYG-SDFYFIYIYLQAITFIIVGTGFCGTSNS -
KPVPQILERPRCRFWDRWTVSELLFAVFLFVCATYNLVYG-SDFYFIYIYLQAITFIIVGTGFCGTSNS
KPVPQILEKPRCREFWDRWTVSELLFAVFLFVCATYNLVYG-SDFYFIYIYLOAITFIIVGTGFCGTSNS—
FDVPLLEPLKPTECVERIYIPELLLALYLLICASYDYVLG-SQTYFMYIYLQALAFIVLGFGFVGMKTPCS-
FDVPLLEPLKPTECVERIYIPELLLALYLLICASYDYVLG-SQTYFMYIYLQALAFIVLGFGFVGTKTPCS-
FEVPLLEPLKPTECVERIYIPELLLALYLLICASYDYVLG-SQTYFMYIYLQALAFIVLGFGFVGMKTPCS—
DSEVPLLOKTRKRLRDRVNFREIVFSAFLFFCASYNLVFTGKTSYYFNLYLQGLAFVCLGLNFTGTCSCCQ-
DNEVPLLOKTRKRLRDRVNFREIVFSAFLFFCASYNLVEFPGKTSYYFNLYLQGLAFVCLGLNFTGTCSCCQ--
DNEVPLLOKTRKRLRDRVNFREIVFSAFLFFCASYNLVFPGKTRYYFNLYLQGLAFVCLGLNFTGTCSCCQ-—
DNKVPLLOKTRKRLRDRVNFPEILFSAFLFFCASYNLVFPGKTSYYFNLYLQGLAFAFLGLNFSGTCTCFQ-—
DNKVPLLOKTRKRLRDRVNFPEILFSAFLFFCASYNLVFPGKTSYYFNLYFQGLAFAFLGLNFTGTCTCFQ--—-—---—-—

566
925
570
568
570
572
571
573
518
518
518
512
522
375
515
515
555
527
548
528
515
545
551
547
531
528
528
581
581
580
579
881

LSSVWDLLGHLSPTDNALRSWCNVVRKDSV




Fig. S_2B: CsIC subfamily.

S.No Gene name with number of splice variants (CslC) No. of amino acids (aa)
1 TRIAE CS42 1DL TGACvl 062162 AA0209740.1 690 aa
2 TRIAE CS42 1BL TGACvl 030501 AA0092480.1 656 aa
3 TRIAE CS42 5BL TGACvl 404820 AA1311790.1 3 SPLICE 712 aa
4 TRIAE CS42 5DL_TGACvl 435778 AA1454840.1 2 SPLICE 708 a
5 TRIAE CS42 5AL TGACvl 374268 AA1195590.3 3 SPLICE 703 aa
6 TRIAE CS42 1DL TGACvl 061928 AA0205730.1 702 aa
7 TRIAE CS42 1BL TGACvl 030750 AA0099830.1 702 aa
8 TRIAE CS42 1AL TGACvl 001272 AA0028090.1 702 aa
9 TRIAE CS42 3DL_TGACvl 251593 AA0882850.1 3 SPLICE 704 aa
10 TRIAE CS42 3AL TGACvl 197197 AA0665370.1 3 SPLICE 704 aa
11 TRIAE CS42 3DS TGACvl 271926 AA0910940.1 758 aa
12 TRIAE CS42 3B TGACvl 220758 AA0718310.2 751 aa
13 TRIAE CS42 3AS TGACvl 211225 AA0686890.2 750 aa
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Fig. S_2C: CsID subfamily.

S.No Gene name with number of splice variants (CslD) No. of amino acids (aa)
1 TRIAE CS42 2BS TGACvl 148683 AA0494520.1 1121 aa
2 TRIAE CS42 2DS TGACvl 177279 AA0572180.1 1120 aa
3 TRIAE CS42 2AS TGACvl 114244 AA0365360.1 1120 aa
4 TRIAE CS42 1BL TGACvl 030586 AA0094860.1 1189 aa
5 TRIAE CS42 lAL TGACvl 001700 AAOO34150.2 1146 aa
6 TRIAE CS42 1DL TGACvl 063091 AA0223780.1 1014 aa
7 TRIAE CS42 1BS TGACvl 049706 AA0160220.1 330 aa
8 TRIAE_CS42_5BS_TGACV1_425241_AA1392650.l 1022 aa
9 TRIAE CS42 5DS TGACvl 457675 AA1488780.1 989 aa
10 TRIAE CS42 " 7BL . TGACv1 577301 AA1871610.1 994 aa
11 TRIAE CS42 7AL TGACvl 559436 AA1799630.1 993 aa
12 TRIAE7CS4277DL7TGACV176O351OiAAl985050.1 994 aa
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Fig. S_2D: CsIE subfamily.

S.No Gene name with number of splice variants (CslE) No. of amino acids (aa)
1 TRIAE CS42 6DL TGACvl 526558 AA1687090.1 738 aa
2 TRIAE CS42 6AL TGACvl 471004 AA1500600.1 3 SPLICE 737 aa
3 TRIAE CS42 6BL TGACvl 499967 AA1596110.2 736 aa
4 TRIAE CS42 U TGACvl 683314 AA2158770.1 446 aa
5 TRIAE CS42 5DL TGACvl 433536 AA1415840.1 756 aa
6 TRIAE CS42 5BL TGACvl 406235 AA1342610.1 728 aa
7 TRIAE CS42 5AL TGACvl 376126 AA1232370.2 728 aa
8 TRIAE CS42 5DL TGACvl 433536 AA1415830.1 2 SPLICE 728 aa
9 TRIAE CS42 5BL TGACvl 406235 AA1342600.1 2 SPLICE 734 aa
10 TRIAE CS42 6DS TGACvl 543277 AA1737920.1 725 aa
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Fig. S_2E: CsIF subfamily.

S.No Gene name with number of splice variants (CslF) No. of amino acids (aa)
1 TRIAE CS42 2DL TGACvl 159781 AA0542640.1 845 aa
2 TRIAE CS42 7BL TGACvl 580651 AA1914920.1 614 aa
3 TRIAE CS42 7AL TGACvl 557532 AA1782680.1 837 aa
4 TRIAE CS42 7DL TGACvl 602590 AA1961740.1 835 aa
5 TRIAE CS42 2AL TGACvl 094713 AA0301960.1 865 aa
6 TRIAE CS42 2DL TGACvl 160109 AA0546890.1 862 aa
7 TRIAE CS42 2BL TGACvl 130934 AA0420130.1 663 aa
8 TRIAE CS42 2DS TGACvl 178985 AA0603230.1 870 aa
9 TRIAE CS42 2AS TGACvl 112790 AA0345230.1 878 aa
10 TRIAE CS42 2BS TGACvl 148027 AA0489970.1 877 aa
11 TRIAE CS42 2AS TGACvl 113659 AA0359050.1 847 aa
12 TRIAE CS42 2DS TGACvl 177641 AA0581710.2 2 SPLICE 847 aa
13 TRIAE CS42 2BS TGACvl 148608 AA0494060.1 851 aa
14 TRIAE CS42 U TGACvl 641498 AA2096480.1 857 aa
15 TRIAE CS42 2BS TGACvl 146146 AA0456710.1 754 aa
16 TRIAE CS42 2DS TGACvl 179076 AA0604160.1 2 SPLICE 783 aa
17 TRIAE CS42 2AS TGACvl 112322 AA0335290.1 878 aa
18 TRIAE CS42 2BS TGACvl 147667 AA0486240.1 2 SPLICE 877 aa
19 TRIAE CS42 2DS TGACvl 177329 AA0573830.1 875 aa
20 TRIAE CS42 2BS TGACvl 148916 AA0495580.1 701 aa
21 TRIAE CS42 2DS TGACvl 178471 AA0596060.1 701 aa
22 TRIAE CS42 2AS TGACvl 112322 AA0335280.1 897 aa
23 TRIAE CS42 5BL TGACvl 409916 AA1366600.2 2 SPLICE 815 aa
24 TRIAE CS42 5DL TGACv1 433902 AA1424880.1 808 aa
25 TRIAE CS42 5AL TGACvl 374191 AA1193100.1 2 SPLICE 807 aa
26 TRIAE CS42 7BL TGACvl 577473 AA1876170.1 941 aa
27 TRIAE CS42 7AL TGACvl 555973 AA1751470.1 899 aa
28 TRIAE CS42 7DL TGACvl 607937 AA2011180.1 498 aa
29 TRIAE CS42 1BS TGACvl 049866 _AA0163180.1 856 aa
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TRIAE CS42 7BL_TGACY
TRIAE CS42 U TGACvV1
TRIAE CS42_1BS_TGACv
TRIAE CS42_2AS_TGACY
TRIAE CS42_2BS_TGACY
TRIAE CS42_2DS_TGACY
TRIAE CS42_2BS_TGACY
TRIAE CS42_2DS_TGACY
TRIAE CS42_2AS_TGACY
TRIAE CS42_7AL_TGACv
TRIAE CS42_7DL_TGACv
TRIAE CS42_7BL_TGACv

TRIAE CS42_5DL_TGACv
TRIAE CS42 SAL TGACY

——————————————————————————————————————————————————————————— MSMTYITKKHDYAATLDEKEP
——————————————————————————————————————————————————————————— MSMTYITKKHDYVASLDGKES

—————————————————————————————————————————————————————— MSMTYISKKHDYAATLDEKEQ
MTTSPATHDGAATGLSEPLLPNRNGVHAGALVVTPVVANGHGGGDKLKGDLKAKDKYWKDVDQPDDVAR
MTTSPATAAGAATGLSEPLLSNGNGVHAGALVVTPVVANGHGG-DKLKGDLKAKDKYWKDVDQPDDVAA
———————— KAKDKYWKDVDQPGDMAV
———————————————————————— AKKPVGAKGKHWVAADK-DQRRA
———————————————————————— AKKPVGAKGKHWVAADK-DQRRA
GGAKKPVGAKGKHWVAADK-DQRRA
——————————————————————————————— MAAAVTRRSNALRVDVPGGEAVAVSVAADS PVAKRGLGAKDDVWVAADE

——————————————————————————————— MAAAVTRRVNALRVEVPDG-----NADTANAPAAKRILDAKDDVWVSAD
—————————————————————————— MAAAVTRRANALRVEAPDGNTESGRASLAADSPVAKRAVDAKDDVWVAADEGEA
-MAAAVTRRANALRAEAPDGNAESGRASLAADSPAAKRAVDAKDDVWVAADEGDT

B e e bbb MPLRVEALVATDTASAAAAEGRRAKDDVWVAEEGDM
—-MALRVEALVATDTAAAEGR--RAKDDVWVAAEEGDM
e MATDTVADAAEGRRARDDVWVAAEEGDM
VVVGAKDKYWVPADEREILASQK
VVVGPKDKYWVPADEREILASHR
-MVSPATGGGRGGNAGLAEPLLATNDDSDGAKHVFGAKAKHWVPADEKEMAASRE
-MVSPATSGGRGGNAGLADPLLATNDDSDGARHVFGAKAKYWAPADEKEMTASRE
—---MVSPAASGGGNAGLADPLLATNDNSEGARHVFGAKAKYWVPADEKEIAASRE

——---MGSLAAANGAGHASNGAGVADQALALENGTGNGHKAGVANRATPPLQANGGSKVAKKISPKDKYWVAADEGEMAAA
MAPAVAGGGRVRSNEPAAAAAPAAASGKPCVCGFQVCACTGSAAVASAASSLDMDIVAMGQIGAVNDESWVGVELGEDGE

MAPAVAGGGRVRSNEP----AAAAASDKPCVCGFQVCACTGSAAVASAASSLDMDIVAMGQIGAVNDESWVGVELGEDGE

SEDQKSASVKNLLVRTTKLTTVTIKLYRLMVEVRLTIFVLFFKWRVSTALTVISDGTTTARAMWTMS IAGELWFALMWVL
PEHEKSASVERLLVRTTKLTTVTIKLYRLVVEVRMIIFVLFFKWRSSTALAMISDGTTTVRAMWTMS IAGELWFALMWVL
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TRIAE CS42 5BL_TGACVY
TRIAE CS42 2AS TGACY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACv
TRIAE CS42 2AS TGACv
TRIAE CS42 2DS_TGACv
TRIAE CS42 2BS TGACY
TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_2AL_TGACV
TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACV
TRIAE_CS42_7AL_TGACV
TRIAE_CS42_7DL_TGACV
TRIAE_CS42_7BL_TGACV
TRIAE_CS42_U_TGACv1

TRIAE_CS42_1BS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE CS42 2BS TGACV
TRIAE CS42 2DS_TGACv
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS TGACv
TRIAE CS42 2AS TGACY
TRIAE CS42 7AL TGACvY
TRIAE CS42 7DL TGACvY
TRIAE CS42 7BL TGACvY

TRIAE CS42 5DL TGACv
TRIAE CS42 SAL TGACY
TRIAE CS42 SBL TGACY
TRIAE CS42_2AS_TGACv
TRIAE CS42_2BS_TGACV
TRIAE CS42_2DS_TGACv
TRIAE CS42_2AS_TGACv
TRIAE CS42_2DS_TGACV
TRIAE CS42_2BS_TGACv
TRIAE CS42_2DL_TGACv
TRIAE CS42_2BL_TGACv
TRIAE CS42_2AL_TGACv
TRIAE CS42_2DL_TGACv
TRIAE CS42_2BS_TGACV
TRIAE CS42_2DS_TGACV
TRIAE CS42_7AL_TGACv
TRIAE CS42 7DL_TGACY
TRIAE CS42 7BL_TGACY
TRIAE CS42 U TGACvl

TRIAE CS42 1BS TGACV
TRIAE CS42 2AS TGACV
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACY
TRIAE CS42 2AS TGACY
TRIAE CS42 7AL TGACY
TRIAE CS42 7DL_TGACY
TRIAE CS42_7BL_TGACv

TRIAE CS42_5DL_TGACv
TRIAE CS42_5AL_TGACv
TRIAE CS42_5BL_TGACY
TRIAE CS42_2AS_TGACV
TRIAE CS42_2BS_TGACY
TRIAE CS42_2DS_TGACY
TRIAE CS42_2AS_TGACV
TRIAE CS42_2DS_TGACY
TRIAE CS42_2BS_TGACY
TRIAE CS42_2DL_TGACY
TRIAE CS42_2BL_TGACY
TRIAE CS42 2AL TGACY
TRIAE CS42 2DL_TGACY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACY
TRIAE CS42 7AL TGACY
TRIAE CS42 7DL_TGACY
TRIAE CS42 7BL_TGACY
TRIAE CS42 U TGACvl

TRIAE CS42 1BS TGACV
TRIAE CS42 2AS TGACv
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACY

PKDQKSASVESLLVRTTKLTTVTIKLYRIMVEVRMAIFVLFFKWRISTALAMISDGATTVRAMWTMPIAGELWFALMWVL
APDLENGGGRPLLEFSNRRVKNIILYPYRVLILIRVIAVILFVGWRIK-—---—- HNNSDVMWEWVMSVVADVWESLSWLS
APDLENGGGRPLLEFSNRRVKNIILYPYRVLILIRVIAVILFVGWRIK-—----—- HNNSDVMWEWVMSVVADVWESLSWLS
APDLENGGGRPLLEFSNRRVKNIILYPYRVLILIRVIAVILFVGWRIK-—----—- NNNSDVMWEWVISVVADVWESLSWLS
AKESGGEDGRPLLFRTYKVKGTLLHPYRALIFIRLIAVLLFFVWRIK-—----—- HNKSDVMWEWTMSVVGDVWEGFSWLL
AKESGGEDGRPLLFRTYKVKGTLLHPYRALIFIRLIAVLLFFVWRIK-—----—- HNKSDIMWEFWTLSVVGDVWEGFSWLL
AKESGGEEGRPLLFRTYKVKGTLLHPYRALIFIRLIAVLLFFVWRIK-—----—- HNKSDIMWEFWTMSVVGDVWEGFSWLL
GGIMSGDGNRPLLFRTMKVKGSILHPYRFLMLVRLVAVVAFFKWHVE---——-— HKNQDSVWLWTASMTADPWEFGFSWLL
GG-MSGDGNRPLLFRTMKVKGSILHPYRFLMLMRLVAVVIFFKWRME--—-———-— HKNHDGVWLWTVSMTADVWEFGFSWLL
DGTSAGNGNQPLLFRTMKVKGSILHPYRFLILVRLVAVAAFFAWRLE-———-—— HRNHDGTWLWATSMVADAWFGFSWLL
SGSIAGDGNRTPLFRTFKVKGSILHPYRFMILVRLVAIVAFFAWRVK-———-—— HKNHDGVWLWATSMVADVWEFGFSWLL
SGAIAGDGNRPPLFRTFKVKGSILHPYRFMILVRLVAIVAFFAWRVK-———-—— HKNHDGVWLWATSMVADVWEGFSWLL
SGASAG---RPLLFRTMKVKGSILHPYRFLILVRLVAIVAFFAWRVE-———---— HRNHDGTWLWATSMVADAWFGFSWLL
SGASAG---RPLLFRTMKVKGSILHPYRFLILVRLVAIIAFFAWRVE-—-——--—— HRNHDGMWLWATSMVADAWFGFSWLL
PEASAG---RPLLFRTMKVKGSILHPYRFLILVRLVAIVAFFAWRVE-—-——---— HRNHDGVWLWATSMVADAWFGFSWLL
SGAG-EDGRAPLLYRTFRVKGPLINLYRLLTLVRVIVVILFFTWRMR-————-—— HRDSDAMWLWWISVVGDLWEFGVTWLL
SGAGGDDGRAPLLYRTFRVKGPLINLYRLLTLVRVIVVILFFTWRMR-———-—— HRDSDAMWLWWISVVGDLWEFGVTWLL
CGGE---DGRPLLYRTFKVRGFLVNTYRFLNLARLTAVIVFFAWRVQ---——-— HPDSDAMWLWWISVVGDFWEFGLSWWL

CSGE---DGRPLLYRTFKVKGFLVNTYRFLNLARLTAVIVFFAWRVQ-—
—DGRPLLYRTFKVKGMLVNTYRFLNLARLTAVIVFFAWRVQ

—-HPDSDAMWLWWISVVGDFWFGLSWWL
HPDSDAMWLWWISVVGDFWEGLSWWL

IADGGEDGRRPLLYRTFKVKGILLHPYRLLSLIRLVAIVLFFVWRVR-
TDESGVAVDDRPVFRTEKIKGVLLHPYRVLIFVRLIAFTLEVIWRIS

—HPYADGMWLWWISMVGDLWFGVTWLL
HKNPDAMWLWVTSICGEFWEFGFSWLL

TDESGAAVDDRPVFRTEKIKGVLLHPYRVLIFVRLIAFTLEVIWRIS-————--— HKNPDAMWLWVTSICGEFWEFGFSWLL
DQLPKMQPVRRTVYVTALE-—--———-— EPRLPTMDVEVTTTDPEKEPPLVTVNTILSILAADYPPDKLTCYVSDDGGALL
DQLPKMQPVRRTVYATALE--— —--ESLLPAMDVEFVTTADPEKEPPLVTVNTILSILAADYPPDKLTCYVSDDGGALL
DQLPKMQPVRRTVFATALE-—--———-— EPLLPTMDVEVTTADPEKEPPLVTVNTILSILAADYPPDKLTCYVSDDGGALL

YQLPKYNPIKMIPDLATLRKQFDTPGRSSQLPGIDVIVTTASATDEPILYTMNGVLSILAADYHIGRCNCYLSDDSGSLV
YQLPKYNPIKMIPDLATLRKQFDTPGSSSQLPGIDVIVTTASATDEPILYTMNCVLSILAADYHIGRCNCYLSDDSGSLV
YQLPKYNPIKMIPDLATLRKQFDTPGRSSQLPGIDVIVTTASATDEPILYTMNCVLSILAADYHIGRCNCYLSDDSGSLV
NQLPKFNPVKTIPDMVALRRQYDLPDGTSTLPGIDVFVTTADPIDEPILYTMNCVLSILASDYPVDRCACYLSDDSGALI
NQLPKFNPVKTIPDMVALKRQYDLPDGTSTLPGIDVFVTTADPIDEPILYTMNCVLSILASDYPVDRCACYLSDDSGALI
NQLPKFNPVKTIPDMVALRRQYDLPDGTSTLPGIDVFVTTADPIDEPILYTMNCVLSILASDYPVDRCACYLSDDSGALI

NQLPKLNPIKRVP —-DATLPRIDVEFVTTVDPVDEPVLYTVNTILSILAADYPIDNYACYISDDGGTLV
NQLPKLNPIKRVPDLAALADRHD----DATLPGIDVFVTTVDPVDEPVLYTVNTILSILAADYPVDNYACYLSDDGGTLV
NQLTKLNPIKRVPDLATLADQHG----EAILPGIDVFVTTADPVDEPVLYTVNTVLSILAADYPIDKYACYLSDDGGTLV
NQLPKLNPVKRVPDLAALADHSG----DANLPGIDIFVTTVDPVDEPLLYTVNTILSILATDYPVDKYACYLSDDGGTLV
NQLPKLNPVKRVPDLAALADHSG----DANLPGIDIFVTTVDPVDEPLLYTVNTILSILATDYPVDKYACYLSDDGGTLV
NQLPKLNPIKRVPDLVALADRHG----EAILPGIDVFVTTVDPVDEPVLYTVNTILSILAADYPVDKYACYLSDDGGTLV
NQLPKLNPIKRVPDLAALADLHG----EAVLPGIDVEVTTVDPVDEPVMYTVNTILSILAADYPVDKYACYLSDDGGSLV
NQLPKLNPIKRVPDLAALADRHG----EAVLPGIDVEVTTVDPVDEPVMYTVNTILSILAADYPVDKYACYLSDDGGTLV

NQITKLRPRKCVPSISVLRDHLDQPDGGSDLPLLDVFINTVDPVDEPMLYTMNSILSILATDYPVEKYATYFSDDGGSLV
NQITKLRPRKCVPSISVLREQLDQPDGGSDLPLLDVFINTVDPVDEPMLYTMNSILSILATDYPVDKYATYFSDDGGSLV
NQVPKLNPTICIPTIPLLRQQFDLPDGGSNLPVLDVFISTVDPVEEPMLHTMNSILSILATDYPVDKYATYLSDDGGSLL
NQVPKLNPTICIPTIPLLRQQFDLPDGGSNLPVLDVFISTVDPVEEPMLHTMNSILSILATDYPVDKYATYLSDDGGSLL
NQVPKLNPTICIPTIPLLRQQFDLPDGGSNLPVLDVFISTVDPVEEPMLHTMNSILSILATDYPVDKYATYLSDDGGSLL
--MIYTMNSIISILAADYPVDKHACYLSDDGGSII
——————————————————————————————————————————————— MIYTMNSIISILAADYPVDKHACYLSDDGGSII

NQVAKLNPVKRVPNLTLLEQQFDLPDGNSNLPCLDVFINTVDPINEPMIYTMNSIISILAADYPVDKHACYLSDDGGSII
DQLPKLNPINRVPDLAVLRQRFDRPDGTSTLPGLDIFVTTADPIKEPILSTANSVLSILAADYPVDRNTCYVSDDSGMLL
DOQLPKLNPINRVPDLAVLRQRFDRPDGTSTLPGLDIFVTTADPIKEPILSTANSVLSILAADYPVDRNTCYVSDDSGMLL
TREAVAHAACFARLWVPFCRKHGVEPRNPEAYFCPGVKARVVSRADYMGRSWPELARDRRRVRREYEELRLRIDALHAGD
TREAVAQAAWFARLWVPFCRKHGVEPRNPEAYFCPGVKARVVSRADYRAKSWPELARDRRRVRREYEELRLRIDALHAGD
TREAVAHAARFARLWVPFCRKHGVEPRNPEAYFCPGVKARVVSRAAYMGRSWPELARDRRRVRREYEELRLRIDALHAGD
LYEALVETAKFAALWVPFCRKHQIEPRAPESYFELEGT--——--— LCGGASHKEFIQDYKHVRTQYDEFKKHLDMLPNT I
LYEALVETAKFAALWVPFCRKHQTEPRAPARYFELEGP--——--— LCGGASHKEFIQDYKHVRMQYEEFKKHLDMLPNT I
LYEALVETAKFAALWVPFCRKHQIDPRAPESYFELEGP--——--— LCGGASHKEFIQDYKHVCTQYEEFKKHLDMLPNT I
QYEALVETAKFATLWVPFCRKHCIEPRAPESFFEQEAP----——-— LYTGSAPEEFKNDHNSVYIEYDEFKECLDSLSSATI
QYEALVETAKFATLWVPFCRKHCIEPRAPESYFELEAP----——-— LYTGSAPEDFKNDHSSVHREYDEFKEHLDSISSATL
QYEALIETAKFATLWVPFCRKHCIEPRAPESYFELEAP----——-— LYTGSASEEFKNDHSSVHREYDEFKEHLDSLSSATL
HYEAMVQVASFAALWVPFCRKHCVEPRSPESYFGIKTR----——-— SYIGGMAGEFMRDHRRVRREYEEFKVRIDSLSTTI
—-—--MVQVASFAALWVLFCRKHCVEPRSPESYFGMKTR--———-— SYAGGMAGEFMRDHRRVRREYEEFKVRIDSLSTTI
HYEAMVQVASFAALWVPFCRKHCVEPRSPESYFGIKTH----——-— SYAGGMAGEFMRDRRRVRREYEEFKVRIDSLSTTI
HYEAMTQVASFAALWAPFCRKHCVEPRSPENYFGMKAQ—--—-———— PYAGSMPGDFTRDRRRVRREYDEFMVRIDSLSTTI
HYEAMIEVANFAVLWVPFCRKYCVEPRSPENYFGMKTQ---—-——— PYAGSMAGEFMRDHRRVRREYDELKVRVDSLSTTI
HYEAMIEVANFAVLWVPFCRKYCVEPRSPENYFGMKTQ---—-——— PYAGSMAGEFMRDHRRVRREYDEFKVRVDSLSTTI
HYEAMLQVASFAALWVPFCRKHCVEPRSPENYFGMKTR--—--——— PYVGGMAGEFMSDHRRVRREYGEFKVRIDSLSTTI
HYEAMIQIVHFAALWVPFCRKHCIEPRSPENYFGMKTR--—--——-— PYVGGMAGEFMSDHRRVRREYGEFKVIIDSLSTTI
HYEAMLQVASFAALWVPFCRKHCVEPRSPENYFGMKTR--—-—-——— PYVGGMAGEFMSDHRRVRREYGEFKVRIDSLSSTI
HYEGLQLAAEFAASWVPFCRKHCVEPRAPESYFWAKMRG---——— EYAGSAPKEFLDDHRRMRAAYEEFKARLDGLSAATL
HYEGLQLAAEFAASWVPFCRKHCVEPRAPESYFWAKMRG---——— EYAGTAPKEFLDDHRRMRAAYEEFKVRLDGLSAATL
HYDGLVETAKFAALWVPFCRKHHVEPRAPESYFGMKVR--—-—-——— PYKGNLPEEFLDDHRRLRREYEEFKTRLDALETVI
HYDGLVETAKFAALWVPFCRKHHVEPRAPESYFGMKIR--—--——— PYTGNLPEEFLDDHRRLRREYEEFKTRLDALETVI
HYDGLVETAKFAALWVPFCRKHHVEPRAPESYFGVKIR--—--——— PYMGNLPEEFLDDHGRLRREYEEFKTRLDALEFTLI
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TRIAE CS42_ 2BS_TGACY
TRIAE CS42 2DS_TGACv
TRIAE CS42 2AS TGACY
TRIAE CS42 7TAL TGACVY
TRIAE CS42 7DL TGACvY
TRIAE CS42 7BL TGACY

TRIAE_CS42_5DL_TGACV
TRIAE_CS42_5AL_TGACV
TRIAE_CS42_5BL_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2DS_TGACV
TRIAE_CS42_2BS_TGACV
TRIAE_CS42_2DL_TGACV
TRIAE_CS42_2BL_TGACV
TRIAE_CS42_2AL_TGACV
TRIAE CS42 2DL TGACV
TRIAE CS42 2BS TGACVY
TRIAE CS42 2DS_TGACv
TRIAE CS42 7AL TGACvY
TRIAE CS42 7DL TGACV
TRIAE CS42 7BL TGACvY
TRIAE CS42 U TGACvl

TRIAE CS42 1BS TGACV
TRIAE CS42 2AS TGACvY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS TGACY
TRIAE CS42 2BS TGACY
TRIAE_CS42_2DS_TGACY
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_7AL_TGACVY
TRIAE_CS42_7DL_TGACY
TRIAE_CS42_7BL_TGACVY

TRIAE CS42_5DL_TGACv
TRIAE CS42_5AL_TGACv
TRIAE CS42_5BL_TGACV
TRIAE CS42_2AS_TGACV
TRIAE CS42_2BS_TGACV
TRIAE CS42_2DS_TGACV
TRIAE CS42_2AS_TGACV
TRIAE CS42 2DS_TGACY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DL_TGACY
TRIAE CS42 2BL TGACY
TRIAE CS42 2AL TGACY
TRIAE CS42 2DL TGACY
TRIAE CS42 2BS TGACY
TRIAE CS42 2DS_TGACY
TRIAE CS42 7AL TGACY
TRIAE CS42 7DL_TGACY
TRIAE CS42 7BL_TGACY
TRIAE CS42 U TGACvl

TRIAE_CS42_1BS_TGACV
TRIAE_CS42_2AS_TGACV
TRIAE_CS42_2BS_TGACV
TRIAE CS42_2DS_TGACY
TRIAE CS42_2BS_TGACV
TRIAE CS42_2DS_TGACY
TRIAE CS42_2AS_TGACV
TRIAE CS42_7AL_TGACv
TRIAE CS42_7DL_TGACv
TRIAE CS42_7BL_TGACv

TRIAE_CS42_5DL_TGACV
TRIAE_CS42_5AL_TGACV
TRIAE CS42 5BL_TGACV
TRIAE CS42 2AS TGACV
TRIAE CS42 2BS_TGACV
TRIAE CS42 2DS_TGACV
TRIAE CS42 2AS TGACV
TRIAE CS42 2DS_TGACV
TRIAE CS42 2BS_TGACV
TRIAE CS42 2DL_TGACV
TRIAE CS42 2BL_TGACV
TRIAE CS42 2AL TGACV
TRIAE CS42 2DL_TGACV
TRIAE CS42 2BS_TGACV

HYDGLLETAKFAALWVPFCRKHSIEPRAPESYFSLNTR----——-— PYTGNAPQDFVNDRRHMCREYDEFKERLDALFTLI
HYDGLLETAKFAALWVPFCRKHSIEPRAPESYFSLNTR----——-— PYTGNAPQDFVNDRRHMCREYDEFKERLDALEFTLI
HYDGLLETAKFAALWVPFCRKHSIEPRAPESYFSLNTR----——-— PYTGNAPQDFVNDRRHMCREYDEFKERLDALFTLI
TYEALAESSKFATLWVPFCRKHGIEPRGPESYFELKSHP-—---—-— YMGRAQDEFVNDRRRVRKEYDEFKARINSLEHDI
TYEALAESSKFATLWVPFCRKHGIEPRGPESYFELKSHP-—---—-— YMGRAQDEFVNDRRRVRKEYDEFKARINSLEHDI
VRPQ---——————————— - — QWSRGTAENHAGVVEVLVGPPGSTPELG-—--—— VSDLLDLSSV
VRRQ---=—-———————— - ——— QWSRGTAEDHAGVVEVLVGPPGSTPELG-—--—— VSDLLDLGSV
VRRQ---=——--——————— - — PWSRGTPEYHAGVVEVLVGPPGSTPELG---—-- VSDLLDLTSV
RQRSDIYSRTGTK--DEDATVTWMADG-TQWPGTWLDPTEKHRPGHHAGIVKIVQSHPEHVVPLG-VQESNDNPLNFDDV

RORSDIYSKTGTK--DEDAKVTWMADG-TQWPGTWVDPAEKHRAGHHAGIVKIVQSHPEHVVPLG-VQESNDNPLNFDDV
ROQRADIYSKTGTK--DEDAKVTWMADG-TQWPGTWLDPAEKHRAGHHAGIVKIVQSHPEHVVPLG-VHESNDSSLNFDGV
SKRSDAYNSMKTE--EGDANATWMANG-TQWPGSWIDTTEIHRKGHHAGIVKVVLDHSIRGHNLG-SQASTHN-LNFAST
SKRSDAYNSMKTE--EGDAKATWMANG-TQWPGSWIDTTEIHRKGHHAGIVKVVLGHSIRGHNLG-SQASTNN-LNFAST
SKRSDAYNSMKTG--EGDAKATWMANG-TQWPGSWIDTTEIHRKGHHAGIVKVVLDHSVRGHNLG-SQASTHN-LNFANT
RQRS---DAYNS-SNKGGVSATWMADG-THWPGTWVEQAENHRRGQHAGIVQVLLDHPSCKPQLGSPASTD-NPFDFSNI
RQRS---DAYNS-NNKGGVSATWMADG-TQWPGTWVEQAENHRRGQHAGIVQVLLDHPSFKPQLGSPASTD-NPEFDFSNV
RQRS---DAYNS-KNKGGVSATWMADG-TQWPGTWVEQAENHRRGQHAGIVQVLLDHPSCEPQLGSPASTD-NPEFDFSNV
RORS---DAYN---NGDGVHATRMADG-APWPGTWIEQAENHRRAQHAGIVQVILEHPGCKPQLGSSASTD-NPEFDFNNV
RORS---DAYNSSTKGDGVRATWMADG-TQWPGTWIEQVENHRRGQHAGIVQVILGHPSCKPQLGSPASSD-NPLDEFSNV
RORS---DAYNSSKKGDGVRATWMADG-TQWPGTWIEQVENHRRGQHAGIVQVILGHPSCKPQLGSPASAD-NPLDFSNV
RRRS---DAYN--KGDDGVHATWMADG-TQWAGTWIEQADNHRRGHHAGIVQVMLDHPSCKPQLGSSVSTN-SPIDLSNV
RRRS---DAYN--KRDDGVHATWMADG-TQWAGTWIEQADNHRRGQHAGIVQVMLDHPSCKPQLGSSARTN-NPIDLSNV
RRRS---DAYN--KGDDDVHATWMADG-TQWPGTWIEQADNHRRGQHAGIVKVMLDHPSCKPQLGSSASTN-KPVDLSNV
EQRSEACNRANGKDKEECANATWMADGSTQWQGTWIKPAKGHRKGHHPAILQVMLDQPSKDPELGMAASSD-HPLDFSAV
EQRSEACNRANG--KEEGADATWMADGSTQWQGTWIKPAKGHRKGHHPAILQVMLDQPSKDPELGMAASSG-HPLDLSAV
PORSEAHGREDAK-GGGGAKATWMADG-TQWPGTWTEPAEGHRKGDHAGIIQVMLSQPSGEPQLGAPASSDDNPLDEFSAV
PORSEAHGREDAK-GGG-GKATWMADG-TQWPGTWTEPAEGHRKGDHAGIIQVMLSQPSSEPQLGEPASSDDGPLDEFSAV
PORSEAHGREDAK-GGG-GKATWMADG-TQWPGTWTEPAEGHRKGDHAGIIQVMLSQPSSEPQLGEPASSDHSPLDEFSAV
PKRSDVYNHAAAK---EGAKATWMADG-TQWPGTWIDPAENHKKGQHVGIVKVMLKHPSYEPELGLGASTN-SPLDEFSAV
PKRSDVYNHAAAK---EGAKATWMADG-TQWPGTWIDPAENHKKGQHVGIVKVMLKHPSYEPELGLGASTN-SPLDFSAV
PKRSDVYNHAAAK---EGAKATWMADG-TQWPGTWIDPAENHKKGQHVGIVKVMLKHPSYEPELGLGASTN-SPLDFSAT
KQRNDGYNAANAH-REGEPRPTWMADG-TQWQGTWVDASENHRRGDHAGIVLVLLNHPSHRRQTGPPASAD-NPLDFSGV

DVRVPAVVYMCREKRHGRVHHRKAGAMNALLRTSAVLSNAPFILN
DVRVPAVVYMCREKRHGRVHHRKAGAMNALLRTSAVLSNAPFILN
DVRVPAVVYMCREKRHGRVHHRKAGAMNALLRTSAVLSNAPFILN
DMRLPMLVYVAREKSPGVEHNKKAGALNAELRISALLSNAPFFIN
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Fig. S_2F: CslH & CslJ subfamilies.

S.No Gene name with number of splice variants (CslH) No. of amino acids (aa)
1 TRIAE CS42 3DS_TGACvl 271739 AA0907200.1 714 aa

2 TRIAE CS42 3AS TGACvl 212952 AA0704280.1 331 aa

3 TRIAE CS42 3B TGACv1l 222234 AA0760340.1 751 aa

4 TRIAE CS42 3B TGACvl 221049 AR0728260.1 458 aa

5 TRIAE CS42 3DS_TGACvl 273502 AA0931770.1 579 aa

6 TRIAE CS42 2AL TGACvl 094351 AA0296300.3 3 SPLICE 752 aa

7 TRIAE CS42 2DL TGACvl 158387 AA0517170.1 752 aa

8 TRIAE CS42 2BL TGACvl 129372 AA0380770.1 799 aa
S.No Gene name with number of splice variants (CslJ) No. of amino acids (aa)
1 TRIAE CS42 3DS TGACvl 272297 AA0918580.1 738 aa

2 TRIAE CS42 3AS TGACvl 210908 AA0681280.2 2 SPLICE 766 aa

3 TRIAE CS42 3B TGACvl 221705 AA0747940.1 734 aa

4 TRIAE CS42 3DS_TGACv1l 272756 AA0924850.1 2 SPLICE 734 aa
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