P. papatasi tra-2 partial gene model

Scaffold1530_Length=36934

32651
32624 I
| 0.99 ctataagGTaagttc
DNA: a gaaaaaatgtg gagatacgcagcca gaaatgtcactagtgtg gtaaa gca Jgagccaaaaaag Y Y g g gty ACGTACCTACTATAAGGTAAGTTCAG TTCAATTGAGTTTGCAAATAAAATTCCCAAACAACCGGC
$2fr: ‘M--S-T-R-T-Y Y K-V S-S E-N-S- 1 E F- A~ N- K- L P K-Q P A
32933
|
??? ccaaaaaGTacaaat
DNA: TTGCTGTGCGGTCGCCATGGCGAMMGTGCATCAAAGACTGCGATGCATTTTGTCCCCAAGGTTCTCTTTTGTTTTTTTTTTCCTTGCCT-AGAAGCACACCTATCTGATCGATCAAACAATCCCTTCGT-TTCAATATCTCAGCTAAAGGGAAAGGGTTAGACAGTGAGTGTCCT-GGAAAAAAAGAGTCCAMATCTTACTCATGACATCTGACCMMAQf icaaataag
{2fr: --C-C-A-V-A- M- A K K-C-I-K-D-C-D-A--F-C-P-Q G S-L-L-F-F-F-S-L-P-*-R-S--T-P-I-*%5-I1-K-Q--S-L-R-*-F-N-I-S-A K G K G- L-D-S-E-C-P-*G-K-K-E-S-K--I-L-L-MT-S-D--Q-K-
33002
0.90 cccttttctecccattttccAGaactcaatgtcaagaagtec
DNA: gaaaaaaa 1aaca ata 1aa 3 agAACTCAATGTCAAGAAGTCCCAGCGAGGAACGACACTATATCTCTCGAGCTGGTTCATCGC! ATGGCGACTACAGGAAGTCCCGCAAATCGTCTTCCCGCAGTCGAGCCCGCTACAGATCTCGCTCACGTTCACGGTCTCGTTCTGAGAAGCGCTACAGAAGCAGGTCACCGTCCCGC
+1fr: ‘NS M-'S-*‘R*'S**'P"*S-'E-'E-*R**H 'Y 'I-'S*'R-‘A-*G-'S*'S"'R*"'E*'N-*G- DY -*R-‘K-'S*'R-'K-'S*'S**S-'R**'S"'R*"‘A*'R*'Y-'R*'S*'R*'S*'R*'S"*‘R*'S*'R* 'S 'E- 'K 'R 'Y 'R* 'S *‘R*'S* ‘P *S''R"
33250 33303
| |
0.77 aagtcgaGTaagtgc ??? ttataaatgacatagaaccAGgtcaattcacaggatcatc
DNA: CACGATAGGAAGCGCTCCTATTCCAGGAGCCCCAATTCCTCTCGTCGCAGACACGTAGCAAGTCGAgGT agGTCAATTCACAGGATCATCCCCCAAAGTCC. TTGGACTC. AACAACTGAAGACC. T AAATTTTCTCCAAATT ACAATACACCGTACTCA
41/2f: H- DR ‘K- R-*S*Y "S- R-"S*P-'N-S-'S-“R-"R-“R- H*V+-A S+ R .V-N-S--Q-D-H-P-P-K-*S-R-C-L-G-V+F-G-L-S-D--A-T--T+E-D--Q--I-Y+-Q--I-F--S--K-F--G-T--IH:-R--T--Q
33443
|
0.76 tgcaatgGTaattcc
DNA: AATAATTATGGATGCAATGUT
+lfr: -*I-*I-'M-'D-'A*'M-
33708
|
0.64 ggggatttgttttcgttgcAGacgggatgttcacggggett
DNA: C tagattt t yggatttgttt £ £gcagACGGGATGTTCACGGGGCTTCTGTTTTGTCTACTTTGCCAATGCTGATGATGCCAAAGTGGCAAAGGATAATTGCTCAGGAATGGAACTCGATGGGAGACGTATTCGAGTGGATTATTCCATTACTCAGAGACCTCATACTCCAACTCC, 'CTACATH 'AACCAACGGGC: ATCGAGA
$2fFr: .p.-.G-C-S-R-G-F--C-F-V-YF--A-N-A--D-D-A-K-V-AK-D-N-C-*S- G- M- ‘E-L-D--G-R*R-I-R**V-D-*Y+-§-*I+-T-:Q:R--P--H:-T+P--T-P--G-V--Y-M-G--Q-P-*T--G-R-G-- R-‘E- N R -

33922
|
0.87 gaaatgaGTaagtac
DNA: TCGTAGTCGCAGAAATGA]
42fr: D-R--§--R--R--N--

DNA: 1aacaga 1ggaaca 2 1gaaa 2

DNA: . o . . o ataa - gatataggcacccaagtatcaaaaaa - MO N AR A O R O T

DNA:

Figure S17. Manually-curated P. papatasi tra-2 partial gene model. Exonic sequences are indicated by black cases; black upper cases indicate coding sequences. Intronic sequences are
indicated by grey lower cases. Start and stop codons are highlighted in green and red, respectively. Underlined cases indicate putative alternatively spliced exon, predicted on the basis of
sequence conservation with the corresponding exon of P. perniciosus tra-2 gene. It is interesting to observe the sequence of the putative alternative N-terminus (MTSDQK) which is identical
between the two Phlebotomus species. Exon start/end positions in the scaffold/s are indicated. Intron boundaries were predicted using transcripts vs genome alignments and confirmed by de
novo prediction with Berkeley BDGP Splice Site Prediction Tool with default parameters (http://www.fruitfly.org/seq_tools/splice.html); prediction scores are indicated in red. Interestingly,
the BDGP Splice Site Prediction Tool fails to predict the 5 alternative donor splicing site downstream the putative alternatively spliced exon of P. papatasi tra-2, indicating that this splicing

site is suboptimal and it could need an activation by unknown factors.


http://www.fruitfly.org/seq_tools/splice.html

P. bergeroti tra-2 partial gene model

Contig_173972_Lenght=4440

DNA: ataataatagcttgtactgcctaattgcgagaaaaaaaaaacaataacactcgaaattgtgaagtttttctttagttggctgagtgetegtttteegtttgaacctcaatatcgaggttaaaaaacaatctgagacaaaagttgtacatggacgaaaatgtagctgattaaattctctatcaaacccttaaaacagattgttaggaacagtcctaattttcgagaaatttttgattaaat
2942
2966 |
| 0.99 ctataagGTaagttc
DNA: tgcatctctagagccaaaaaagccaattttctcccatttttcacacttttcataatagtttttcccactaaaatagectacattgtgBEGAGTACTCGTACCTACTATAAGGTAAGTTCACAAAAGTCAATTTGTCTTTCCATGAATARAATTCCCAAACAACCGGCTTGCCGTGTGGTCGCCATGGCGARAARAGTGCATCARAGACTGCGATGCATTTTGTCCCCAAGGTTCTCTTTTGT
_3fr ‘M--S§-T-R-T Y Y K- V-S-S-Q-K-S-I1-C-L-S-M-N-K--I-P-K--Q-P-A-C-R-V-V-A-M-A-K-K-C-I K- D-C-D-A-F-C-P-0Q-G--S-TL-TL--
2656 2590
| |
??? ccaaaaaGTacaaat 0.94 ctcttttctcccattttccAGaactcaatgtcgagaagtce
DNA: TTTTTTTTCCTTGCCTTGAAGAAGTACACCTATCTGATCGATCAAACAATCCCTTCGTTAGTTCAATATCTCAGCTATAGGAAAAGGGTTAAACTG-GTGTCCTTGAGGAAAAAAGAGGAGTCCAAAATCTTGCTCATGACATCTGACCAAAAA{Y’ 1caaataaa gaaaaa gaaata gaaattg 1 agAACTCAATGTCGAGAAGTC
-1/3f:F+F-F--L--A--L-K--K-*Y+-T-Y+L--I-D--Q--T-+I-P-+S--L--V-+Q--Y-L-*S--Y--R--K--R--V-+K+-L-*--V--S--L-R--K-K-E-E--S--K-*I--L-L-M--T--§--D--Q- K- ‘N-‘S-M-‘S-R-'S--
2341

c 0.77 aagtcgaGTaagtgc
DNA:  CCAGCGAGGAACGACACTACATCTCTCGAGCAGGTTCATCCCGAGAGAATGGAGACTACAGAAAGTCCCGCARATCGTCTTCTCGTAGTCGAGGACGCTACAGATCTCGCTCACGTTCACGATCTCGTTGTGAGAAGCGT TACAGAAGCAAGTCACCGCCCCGCCAC AACGCTCCTACTCCAGGAGCCCCAATTCTTCCCGTCGCAGACACGTAGCAAGTCGAT tg
~3fr: P-'S-E-'E-R*'H-Y 'I-*S 'R-"A""G~S 'S R E-N'"G-D 'Y R ‘K-S 'R-K 'S~§ "S- R"'S-R""G-R""¥Y R 'S~ R"'S-R"'S"R"'S-R""C~E"'K-R*"Y"R*'SK*'S*P-"P-R"H"D-'R-"K*'R""§ 'Y S 'R**§ P~ N''S§ 'R- "R 'R-"H VA 'S* R

2288 2148
?7? ttataaatgacatagaaccAGgtcaattcacaggatcatc 0.72 tgcaatgGTaattca
DNA: t tc ttt jcgat y t ©cagGTCAATTCACAGGATCATCCTCCAAAGTCC, TTTGGACTCAGT "AACCACTGAAGACC. TTATCAAATTTTCTCCARATT ACTATACACCGTACTCAAATAATTATGGATGCAATG g taattcaataatacaatatatttctoce
_1fr: -v-N-S--Q-D-*HP-P-K-*S*R-C- LGV F-G-L-S-D--A~TT-E-D--Q-I-Y¥--Q--I-F-S-K-F-GT-I-H R--T--Q-I--I-M-D--A-M-
1884
|
0.66 gggaaattgtaatcatttcAGacggggtgttcacggggctt
DNA: C cggg ttg. ytgagatatctgtct tttgg cg: tttag yat C tagcttgct tttc ttgggttttc taa = = ttttcactca ca tccacaga tagattttaat t a tgta C tcagAC ACGGGGCTTTTGTTT TACT
-3fr: ‘T G- 'C''S*R*'G'FCF VY-

1670

|
0.87 gaaatgaGTaagtat
DNA: TTGCCAATGC CAAAGTGGCAAAGGATAATTGCTCAGGAATGGAACTC GTATTC 'TATTCCATTACTCAGAGACCTCATACTCCAACTCCAGGAGTCTACATGGGACAACCAACGGGCAGAGGACGAGAGAATCGAGATCGTAGTCGCAGARATGA L~ a 1 1 1 1 1 1 1
-3fr: F*A*N-A-DD-A~K-V- ‘A~ KD N-C~*S G- M E- 'L DGR R'I'"R**V-D*Y-§-I-T-Q-RP~H TP~ T PG V'Y M G-Q~ PTG "R""G"R""E-N-"R"D""R**S*"R*"R" "N~

DNA: ccaatattctctaaatcaaataaaaaatacgcctcctaagatttttaattcggaaaaagaaacagtggtaaacccagatagacttttatgtggcttactgtgttatcacacttgcacatt

Figure S18. Manually-curated P. bergeroti tra-2 partial gene model. Exonic sequences are indicated by black cases; black upper cases indicate coding sequences. Intronic sequences are
indicated by grey lower cases. Start and stop codons are highlighted in green and red, respectively. Underlined cases indicate putative alternatively spliced exon, predicted on the basis of
sequence conservation with the corresponding exon of P. perniciosus tra-2 gene. It is interesting to observe the sequence of the putative alternative N-terminus (MTSDQK) which is identical
between the two Phlebotomus species. Exon start/end positions in the scaffold/s are indicated. Intron boundaries were predicted using transcripts vs genome alignments and confirmed by de
novo prediction with Berkeley BDGP Splice Site Prediction Tool with default parameters (http://www.fruitfly.org/seq_tools/splice.html); prediction scores are indicated in red. Interestingly,
the BDGP Splice Site Prediction Tool fails to predict the 5’ alternative donor splicing site downstream the putative alternatively spliced exon of P. bergeroti tra-2, indicating that this splicing

site is suboptimal and it could need an activation by unknown factors.


http://www.fruitfly.org/seq_tools/splice.html

P. duboscqi tra-2 partial gene model

Contig_637001_Lenght=1709

117
94 |
| 0.99 ctataagGTaagttc
DNA: y y y y y 1t ATGAGTACTCGTACCTACTATAAGS lAAGTTCACAAAAT-ACTGCATTTGCAAATAAAATTCCCAAACAAACCGGCTTGCTGTGTGGTCGTCATGGCGAAAAAGTGCATCAAAGACTGCGATGCATTTTGTCCCCAAGGTTCTCT
+1fr: ‘M-'§$-T-*R-*T-"¥Y"'Y-*K-*V--S--S--Q-"N--*-T--A--F-*A-N-K--I-P-K--Q-"T-G-"L-"L--C-G-*R-*H-*G-*E-"K--V-*H-"Q-R-*L-*R--C--I-"L--S--P-R-"F--S"
396 457
|
0.29 ccaaaaaGTaaaaat 0.93 aactttcctcccattttccAGaactcaatgtcgagaagtce
DNA: TTTGTTTTTTTCCTCGCCTTGAAGAAGCACACCTATCTGATCGATCAAACAATCCCTTCGTTAGTTCAATATCTCAGTCAAAGGGAAAGGGTTAAACTG-GTGTCCTTGAGGGAAAAAGAGTTCAAAATCTTACTCATGACATCTGACCAAAAA{Y’ 1aaaata ggaaaaa ga 1 gca agAACTCAATGTCGAGAAGTCCCAG
¢+1/2f: F-V-F-F-L-A-L-K-K-H-T-Y-L--I-D-Q T-I-P-S-L-V-Q--Y-L-S-Q-R-E-R-V-K-L-*V-S-L-R-E-K-E-F-K--I-L L M -T-S-D--Q- K- ‘N-'S-M-'S*R*'S*P-'S
706
0.77 aagtcgaGTaagtgc
DNA: CGAGGAACGACACTACATATCTCGAGCAGGTTCATCGCGAGAGAATGGCGACTACAGGAAGTCTCGTAAATCGTCTTCCCGCAGTCGAGGACGCTACAGATCCCGCTCACGTTCACGATCTCGTTCTGAGAAGCGCCACAGGAGTAGGTCACCGTCCCGCCACAATAGGAAACGCTCATATTCCAGGAGCCCCAATTCCTCTCGTCGCAGACATGTAGCAAGTCGATtAA] tg
+2fr: ‘E-*E*-R**H-'Y-'I-'S"*‘R**‘A-*G-'S''S'R"'E-'NG-D'Y-'R-'K-*S‘R*'K"'S-'§*'S*'R""S*'R*"G-'R*'Y 'R"*S-'R*'S*'R**S*'R*'S-'R*'S*'E-'K'R**H-'R*'S*'R* 'SP 'S*'R*"H*'N-'R-'K-*‘R* 'S 'Y 'S**R* 'SP 'N-*'S-*S**‘R**R*'R*'H* V' “A- 'S ‘R"
759 899
29? ttataaatgacatagaaccAGgtcaattcacaggatcatc 0.72 tgcaatgGTaattca
DNA: agGTCAATTCACAGGATCATCCTCCAAAGTCC. TTGGACTC, AACCACTGAAGACC, T AAATTTTCTCCAAATT ACTATACACCGTACTCAAATAATTATGGATGCAATGY =~ 1 itacaaa 1ga 1
+3fr: VNS Q-D-H-'P-"P'K-*S"'R*C-'L- G~V 'F"*G-'L-'S" DA-'T"T-'E-DQ-"I-'Y Q- I''F'S"'K-*F*G"T-'I-H-"R-"T-'Q-I-"I-M"'D""A-"M-
1131
|
0.94 aaggaattttattcattgcAGacgggatgttcacggggett
DNA: agAC ACGGGGCTTTTGTTT TACTTTGCCAATGC
+2fr: ‘T *G-C*S*"*R**G'F"*C-'F*'V-'Y-'F-'A* "N A

1371

|
0.87 gaaatgaGTaagtat
‘CAAAGTGGCAAAGGATAATTGCTCAGGAATGGAACTC GGATTC 'TATTCCATTACTCAGAGACCTCATACTCCAACTCCAGGAGTCTACATGGGACAACCAACCGGCAGAGGACGAGAGAATCGAGATCGTAGTCGCAGARATGA] L~ a itaca ! ! ! ! ! ! !
-D-D-A-K-V-A-K-D-N--C-S-G-M-E-L-D-G-R-R-I-R--V-D--Y-S--I--T--Q-R--P--H--T-P-T-P--G--V-Y-M--G--Q-P-T--G-R-G-R--E-N-R-D--R-S-R- R- N~

DNA:

DNA:

Figure S19. Manually-curated P. duboscqi tra-2 partial gene model. Exonic sequences are indicated by black cases; black upper cases indicate coding sequences. Intronic sequences are
indicated by grey lower cases. Start and stop codons are highlighted in green and red, respectively. Underlined cases indicate putative alternatively spliced exon, predicted on the basis of
sequence conservation with the corresponding exon of P. pernicious tra-2 gene. It is interesting to observe the sequence of the putative alternative N-terminus (MTSDQK) which is identical
between the two Phlebotomus species. Exon start/end positions in the scaffold/s are indicated. Intron boundaries were predicted using transcripts vs genome alignments and confirmed by de
novo prediction with Berkeley BDGP Splice Site Prediction Tool with default parameters (http://www.fruitfly.org/seq_tools/splice.html); prediction scores are indicated in red. Interestingly,
the BDGP Splice Site Prediction Tool predicts the 5’ alternative donor splicing site downstream the putative alternatively spliced exon of P. duboscqi tra-2 as very weak, indicating that this
splicing site is suboptimal and it could need an activation by unknown factors.



http://www.fruitfly.org/seq_tools/splice.html

